SEQUENCE LISTING 



(1) GENERAL INFORMATION : 

(i) APPLICANT: STUYVER, LIEVEN 

ROSSAU, RUDI 
MAERTENS , GEERT 



(ii) TITLE OF INVENTION: METHOD FOR TYPING AND DETECTING HBV 
(iii) NUMBER OF SEQUENCES: 313 

(iv) CORRESPONDENCE ADDRESS: 

(A) ADDRESSEE: NIXON & VANDERHYE P.C. 

(B) STREET: 1100 NORTH GLEBE ROAD 

(C) CITY: ARLINGTON 

(D) STATE : VIRGINIA 

(E) COUNTRY: U.S.A. 

(F) ZIP: 22201-4714 

(v) COMPUTER READABLE FORM: 

(A) MEDIUM TYPE: Floppy disk 

(3) COMPUTER: IBM PC compatible 

(C) OPERATING SYSTEM: PC -DOS /MS -DOS 

{ D ) SOFTWARE: Patentln Release #1.0, Version #1.30 (EPO) 

(vi) CURRENT APPLICATION DATA: 

(A) APPLICATION NUMBER: US 09/155,885 
(3) FILING DATS: 08-OCT-1998 
(C) CLASSIFICATION: 



■(vii) PRIOR APPLICATION DATA: 

(A) APPLICATION NUMBER: PCT/EP97 / 02002 
(3) FILING DATE: 21-APR-1997 
(C) CLASSIFICATION: 

(vii) PRIOR APPLICATION DATA: 

(A) APPLICATION NUMBER: EP 96870053.4 
(3} FILING DATE : 19-APR-1996 
(C) CLASSIFICATION: 

(viii) ATTORNEY / AGENT INFORMATION: 
(A) NAME: SADOFF , B.J. 
■ (3) REGISTRATION NUMBER: 36,663 
(C) REFERENCE /DOCKET- NUMBER: 2551-5 

(ix) TELECOMMUNICATION INFORMATION: 

(A) TELEPHONE: {703} 816-4000 

(B) TELEFAX: (703) 816-4100 



(2) INFORMATION FOR SEQ ID NO: 1: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 19 base pairs 

(B) TYPE: nucleic acid 

(C) STRAND EDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE : DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI -SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO 



GGGTCACCAT ATTCTTGGG 

(2) INFORMATION FOR SEQ ID NO: 2: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 21 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO 
GAACAAGAGC TACAGCATGG G 
(2) INFORMATION FOR SEQ ID NO : 3: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 21 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE : NO 



(xi) SEQUENCE DESCRIPTION : ■„ SEQ ID NO 
CCACTGCATG GCCTGAGGAT G 
(2). INFORMATION FOR SEQ ID NO: 4: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 22 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY:, linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO 
GTTCCKGAAC TGGAGCCACC AG 
(2) INFORMATION FOR SEQ ID NO: 5: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 22 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI -SENSE : NO • 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO 

TCTTTGTATT AGGAGGCTGT AG 

(2) INFORMATION FOR SEQ ID NO: 6: 

(i) SEQUENCE CHARACTERISTICS : . .. 
(A) LENGTH: 22 base pairs 
(3) TYPE.- nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL : NO 
(iv) ANTI-SENSE: NO 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO 

GCTGTAGGCA TAAATTGGTC TG 

( 2 ) INFORMATION FOR SEQ ID NO?" 7 : 

(i) SEQUENCE CHARACTERISTICS : 
(A) LENGTH: 21 base pairs 
(3) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL :• NO 
(iv) ANTI-SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO 



CTCCACAGWA GCTCCAAATT C 

(2) INFORMATION FOR SEQ ID NO: 8: 

(i) SEQUENCE CHARACTERISTICS: 
(A) LENGTH: 21 base pairs 
(3) TYPE: nucleic acid 

(C) STRAND EDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO 
GAAGGAAAGA AGTCAGAAGG C 
(2) INFORMATION FOR SEQ ID NO: 9: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 16 base pairs 

(B) TYPE: nucleic acid 

(C) STRAND EDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO 
TGGCTTTGGG GCATGG 

(2) INFORMATION FOR SEQ ID NO: 10: . 

(i). SEQUENCE CHARACTERISTICS: 
' (A) LENGTH: 16 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO 
TGGCTTTAGG GCATGG 

(2) INFORMATION FOR SEQ ID NO: 11:' 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 16 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
{iii) HYPOTHETICAL : NO 
(iv) ANTI -SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO 
TGGCTTTAGG ACATGG 

(2) INFORMATION FOR SEQ ID NO: 12: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 16 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANT I -SENSE : NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO 
AAGTTGCATG GTGGTG 

(2) INFORMATION FOR SEQ ID NO: 13: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 17 base pairs 

(B) TYPE:, nucleic acid 

• (C) STRANDEDNESS: single 
(D) TOPOLOGY: -linear, 

(ii) MOLECULE TYPE: DNA (genomic) 

(iii) HYPOTHETICAL: NO 

(iv) ANTI -SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO 
CACCTCTGCC TAATCAT 

(2) INFORMATION FOR SEQ 10 NO: 14: 

(i) SEQUENCE CHARACTERISTICS: 
• (A) LENGTH: 17 base pairs 
(B) TYPE: nucleic acid 



(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO 
TGGGGTGGAG CCCTCAG 

(2) INFORMATION FOR SEQ ID NO: 15: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 16 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
{iii) HYPOTHETICAL: NO 
(iv) ANT I -SENSE : NO 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO 
GCCAGCAGCC AACCAG 

(2) INFORMATION FOR SEQ ID NO: 16: 

(i) SEQUENCE CHARACTERISTICS : 
(A) LENGTH: 15 base pairs 
(3) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 

(iii) HYPOTHETICAL : NO. 
. (iv) ANTI-SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO 
CCCATGGGGG ACTGT 

(2) INFORMATION FOR SEQ ID NO: 17: 

(i) SEQUENCE CHARACTERISTICS: 
(A) LENGTH : 16 base pairs 
(3) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) . TOPOLOGY: linear 



(ii) MOLECULE TYPE: DNA (genomic) 



(iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE : NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 
AACCCCAACA AGGATG 

(2) INFORMATION FOR SEQ ID NO: 18: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 15 base pairs 

(B) TYPE: nucleic acid 

(C) STRAND EDNESS : single 

(D) TOPOLOGY : linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI -SENSE : NO 



(xi) SEQUENCE DESCRIPTION : SEQ ID NO: 
TCCACCAGCA ATCCT 

(2) INFORMATION FOR SEQ ID NO : 19: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 16 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 
<D) TOPOLOGY: linear 

( ii) MOLECULE TYPE: DNA (genomic) 

(iii) HYPOTHETICAL: NO 

(iv) ANTI-SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 
TGGGGGAAGA ATATTT 

(2) INFORMATION FOR SEQ ID NO: 20: 

(i) SEQUENCE CHARACTERISTICS: . 

(A) LENGTH: 16 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE : DNA (genomic) 
(iii) HYPOTHETICAL: NO 



(iv) ANTI- SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO 
AAATTCCAGC AGTCCC 

(2) INFORMATION FOR SEQ ID NO: 21: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 16 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO 
GTTCCCAACC CTCTGG 

(2) INFORMATION FOR SEQ ID NO: 22: 

( i ) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 16 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI -SENSE: NO 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO 
AACCTCGCAA AGGCAT 

(2) INFORMATION FOR SEQ ID NO: 23: 

(i) SEQUENCE CHARACTERISTICS: 
(A) LENGTH: 16 base pairs 
(3) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE : DNA (genomic) 
(iii) HYPOTHETICAL: NO 



(iv) ANTI -SENSE : NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO 
TGCATTCAAA GCCAAC ' 

(2) INFORMATION FOR SEQ ID NO: 24: 

(i) SEQUENCE CHARACTERISTICS: 
(A) LENGTH: 16 base pairs 
(3) TYPE: nucleic acid 

(C) STRAND EDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL : NO 
(iv) ANTI-SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO 
TACTCACAAC TGTGCC 

(2) INFORMATION FOR SEQ ID NO: 25: 

(i) SEQUENCE CHARACTERISTICS: 
(A) LENGTH: 16 base pairs 
'.(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI -SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO 
ACCCTGCGTT CGGAGC 

(2) INFORMATION FOR SEQ ID NO: 26 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 16 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI -SENSE: NO 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 



CAGGAAGACA GCCTAC 



16 



(2) INFORMATION FOR SEQ ID NO: 27: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 16 base pairs 

(B) TYPE: nucleic acid 

(C) STRAND EDNES3 : single 

(D) TOPOLOGY: linear 

; (ii) MOLECULE TYPE: DNA {genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE : NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 27: 
GATCCAGCCT TCAGAG 16 
(2) INFORMATION FOR SEQ ID NO: 28: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 16 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL : NO 
(iv) ANTI-SENSE: NO 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 28: 
ATGCTCCAGC TCCTAC 16 
(2) INFORMATION FOR SEQ ID NO: 29: 

I - 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 16 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI -SENSE: NO 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO.: 29: 
GCTTTCTTGG ACGGTC 16 
(2) INFORMATION FOR SEQ ID NO: 30: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 16 base pairs 

(B) TYPE: nucleic acid 

(C) . STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO 
CTACCCCAAT CACTCC 

(2) INFORMATION FOR SEQ ID NO: 31: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 16 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

( ii ) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI -SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO 
AGCACCTCTC TCAACG 

(2) INFORMATION FOR SEQ ID NO: 32: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 16 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI -SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO 
CCAATGGCAA ACAAGG 

(2) INFORMATION FOR SEQ ID NO: 33: 

(i) SEQUENCE CHARACTERISTICS: • 
(A) LENGTH: 17 base pairs 



(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 



(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI- SENSE : NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO 
CTGAGGGCTC CACCCCA 

(2) INFORMATION FOR SEQ ID NO: 34: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 16 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO 
ATCTCTTGTA CATGTC 

(2) INFORMATION FOR SEQ ID NO : 35: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH? 16 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv). ANTI -SENSE: NO . 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO 
ATCTCTTGTA CATGTC 

(2) INFORMATION FOR SEQ ID NO: 36: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 16 base pairs 

(B) TYPE: nucleic acid \ 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 



(ii) MOLECULE TYPE : DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE : NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO 
ATCTCATGTT CATGTC 

(2) INFORMATION FOR SEQ ID NO: 37: 

( i ) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 16 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single '■ 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE: NO 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO 
CAGTGGGACA TGTACA 

(2) INFORMATION FOR SEQ ID NO : 38: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 16 base pairs - 

(B) TYPE: nucleic acid 
: (C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE : DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANT I -SENSE: NO - 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO 
CAGTAGGACA TGAACA 

(2) INFORMATION FOR SEQ ID NO: 39: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH : 16 base pairs ; 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 



(iv) ANTI -SENSE : NO 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO 
CTGTTCAAGC CTCCAA 

(2) INFORMATION FOR SEQ ID NO: 40: 

(i) SEQUENCE CHARACTERISTICS : 
- (A) LENGTH: 16 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE-: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO 
AGCCTCCAAG CTGTGC 

(2) INFORMATION FOR SEQ ID NO: 41: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 16 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE : 'DNA (genomic) 

( iii ) HYPOTHETICAL : NO 
(iv) ANTI-SENSE: NO 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO 
AAAGCCACCC AAGGCA 

(2) INFORMATION FOR SEQ ID NO: 42: 

(i) SEQUENCE CHARACTERISTICS: ' 

(A) LENGTH: 17 base pairs 

(B) TYPE: nucleic acid 

' (C) STRANDEDNESS: single 
(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 

(iii) HYPOTHETICAL: NO 



(iv) ANTI-SENSE : NO 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 42: 

TGGCTTTAGG ACATGGA 17 

(2) INFORMATION FOR SEQ ID NO: 43: 

(i) SEQUENCE CHARACTERISTICS: 
(A) LENGTH: 18 base pairs 
(3) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

( i i ) MOLECULE TYPE : DNA ( genomic ) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 43 
GACATGTACA AGAGATGA 

(2) INFORMATION FOR SEQ ID NO: 44: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 18 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE : DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI- SENSE: NO 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 44 : ■ 

GACATGAACA TGAGATGA ; " - _ r _ - 18 

(2) INFORMATION FOR SEQ ID NO: 45: 

( i) SEQUENCE CHARACTERISTICS : 
' (A) LENGTH: 18 base pairs 

(B) TYPE: ' nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) 'HYPOTHETICAL: NO 
(iv) ANTI-SENSE: NO 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO : 45: 



t 

18 



TGTACATGTC CCACTGTT 



(2) INFORMATION FOR SEQ ID NO: 46: 

(i) SEQUENCE CHARACTERISTICS: 
(A) LENGTH: 18 base pairs 
(3) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) . HYPOTHETICAL: NO 
(iv) ANTI -SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO 
TGTTCATGTC CTACTGTT . 
(2) INFORMATION FOR SEQ ID NO: 47: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 18 base pairs 

(B) TYPE: nucleic acid . 

(C) . STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE : NO 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO 
ACTGTTCAAG CCTCCAAG 
(2) INFORMATION FOR SEQ ID NO: 48: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 19 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE: NO 



. (xi) SEQUENCE DESCRIPTION: SEQ ID NO 
GGC ACAGGCT TGGAGGCTT 



(2) INFORMATION FOR SEQ ID NO: 49: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 18 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE : DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO 
AAAGCCACCC AAGGCACA 
(2) INFORMATION FOR SEQ ID NO: 50: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH :. 17 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO 
CCCAGAGGGT TGGGAAC 

(2) INFORMATION FOR SEQ ID NO: £1: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 18 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: S-ingle 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic), 
(iii) HYPOTHETICAL: NO 
(iv) ANTI -SENSE: NO 



(Xi) SEQUENCE DESCRIPTION: SEQ ID. NO 

CAGCATGGGG CAGAATCT 

(2) INFORMATION FOR SEQ ID NO: 52: 

(i) SEQUENCE CHARACTERISTICS: 
(A) LENGTH : 18 base pairs 



(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 



(ii) MOLECULE TYPE: DNA .(genomic) 
(iii) HYPOTHETICAL: NO 
- (iv) ANTI-SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO 
TCCACCAGCA ATCCTCTG 
(2) INFORMATION FOR SEQ ID NO: 53: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 18 base pairs 

(B) TYPE : nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI -SENSE : NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO 
GGATCCAGCC TTCAGAGC 
(2) INFORMATION FOR SEQ ID NO: 54: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 17 base pairs 

(B) TYPE: nucleic acid. 

(C) STRANDEDNESS: single 
.(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 

(iii) HYPOTHETICAL: NO 

(iv) ANTI-SENSE : NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO 
TCAGGAAGAC AGCCTAC 

(2) INFORMATION FOR SEQ ID NO: 55: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 19 base pairs 

(B) TYPE: nucleic acid .. 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear \ 



(it) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL; NO 
(iv) ANTI-SENSE: NO 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO 
TTCAACCCCA ACAAGGATC . 
(2) INFORMATION FOR SEQ ID NO: 56: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 17 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI -SENSE: NO 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO 
AATGCTCCAG CTCCTAC 

(2) INFORMATION FOR SEQ ID NO: 57: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 13 base pairs . 
(3) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO 
CTGCATTCAA AGCCAACT 
(2) INFORMATION FOR SEQ ID NO: 58: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 18 base pairs. 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 



(iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO 
CCCCATGGGG GACTGTTG. 
(2) INFORMATION FOR SEQ ID NO: 59: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 19 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO 
CATACTCACA ACTGTGCCA 
(2) INFORMATION FOR SEQ ID NO: 60: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 19 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE: NO' 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO 

GGGCTTTCTT GGACGGTCC 

(2) INFORMATION FOR SEQ ID NO: 61: 

(i) SEQUENCE CHARACTERISTICS: 
(A) LENGTH: 13 base pairs 
(3) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL : NO 



(iv) ANTI-SENSE: NO 



Cxi) SEQUENCE DESCRIPTION: SEQ ID NO: 
CTCTCGAATG GGGGAAGA 

(2) INFORMATION FOR SEQ ID NO: 62: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 18 base pairs 

(B) TYPE: nucleic acid 

(C) STRAND EDNESS : single 

(D) TOPOLOGY: linear 

(U) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI -SENSE: NO 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 

CCTACCCCAA TCACTCCA 

(2) INFORMATION FOR SEQ ID NO: 63: 

(i) SEQUENCE CHARACTERISTICS: 
(A) LENGTH: 19 base pairs 
(3) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
. (iv) ANTI-SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 
AGCACCTCTC TCAACGACA 
(2) INFORMATION FOR SEQ ID NO: 64: 

(i) SEQUENCE CHARACTERISTICS: 

(A) .LENGTH: 19 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE : DNA (genomic) 
(iii) HYPOTHETICAL :. NO 



(iv) ANTI-SENSE: NO 



<xi) SEQUENCE DESCRIPTION: SEQ ID NO :■■ 64: 
GCAAATTCCA GCAGTCCCG 19 
(2) INFORMATION FOR SEQ ID NO: 65: 

(i) . SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 19 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

< 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL : NO 
(iv) ANTI-SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 65: 
GCCAATGGCA AACAAGGTA 19 
(2) INFORMATION. FOR SEQ ID NO: 66; 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 17 base. pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic). 

(iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE; NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 66: 
GACATGAACA TGAGATG 17 
(2) INFORMATION FOR SEQ ID NO; 67: 

i - 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 17 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 67: 
GGACATGAAC AAGAGAT 
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(2) INFORMATION FOR SEQ ID NO: 68: 

(i) SEQUENCE CHARACTERISTICS : . 

(A) LENGTH: 17 base pairs 

(B) TYPE: aucleic acid 

(C) STRAND EDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO . 
(iv) ANTI-SENSE: NO 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO 
GACATGTACA AGAGATG 

(2) INFORMATION FOR SEQ ID NO: 69: 

(i) SEQUENCE CHARACTERISTICS: 
(A) LENGTH: 20 base pairs 
(3) TYPE: nucleic acid 
(C.) STRAND EDNESS : single 
(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 

(iii) HYPOTHETICAL: NO 

(iv) ANTI- SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO 
ACATAAGAGG ACTCTTGGAC 
(2) INFORMATION FOR SEQ ID NO: 70: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 22 base pairs 

(B) TYPE: nucleic acid 

(C) STRAND EDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE: NO 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO 
TACTTCAAAG ACTGTGTGTT TA 
(2) INFORMATION FOR. SEQ ID NO: 71: 
(i) SEQUENCE CHARACTERISTICS: 



(A) LENGTH: 17 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

( ii) ' MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL : NO 
(iv) ANTI -SENSE : NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO 
ACAAAGACCT TTAAYCT 

(2) INFORMATION FOR SEQ ID NO: 72: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 17 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
( iii ) HYPOTHETICAL : . NO 
(iv) ANTI-SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO 
ACAAAGATCA TTAAYCT 

(2) INFORMATION FOR SEQ ID NO: 73: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 17 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL : NO 
(iv) ANTI-SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO 
TTCCACCAGC AATCCTC 

(2) INFORMATION FOR SEQ ID NO: 74: 

• ( i ) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 17 base pairs \ 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 



(D) TOPOLOGY: linear 
(ii) MOLECULE TYPE : DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI- SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO 
GATCCAGCCT TCAGAGC 

(2) INFORMATION FOR SEQ ID NO: 75: . 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 23 base pairs 

(B) TYPE: nucleic acid 

(C) STRAND EDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic), 
(iii) HYPOTHETICAL: NO 
(iv) ANTI -SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO 
CAAGGTATGT TGCCCGTTTG TCC 
(2) INFORMATION FOR SEQ ID NO: 76: 

(1) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 21 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 
■CD) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 

(iii) HYPOTHETICAL : NO 

(iv) ANTI-SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO 
CCAAACAGTG GGGGAAAGCC C 
(2) INFORMATION FOR SEQ ID NO: 77: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 17 base pairs - 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 



(ii) MOLECULE TYPE: DNA (genomic) 



(iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO 
CTACGGATGG AAATTGC 

(2) INFORMATION FOR SEQ ID NO: 78: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 16 base pairs . 

(B) TYPE: nucleic acid 
.(C) STRANDEDNESS: single 
.(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: .DNA (genomic) 

(iii) HYPOTHETICAL: NO 

(iv) ANTI-SENSE:- NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO 
TACGGACGGA AACTGC 

(2) INFORMATION FOR SEQ ID NO: 79: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 16 base pairs 

(B) TYPE : nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI -SENSE : NO ; 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 
TTCGGACGGA AACTGC 

(2) INFORMATION FOR SEQ ID NO: 80: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 17 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
' (iv) ANTI-SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO 
CTTCGGACGG AAATTGC 

(2) INFORMATION FOR SEQ ID NO: 81: 

(1) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 17 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

<ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
<iv) ANTI-SENSE: NO 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO 
CTACGGATAG AAATTGC 

(2) INFORMATION FOR SEQ ID NO: 82: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 17 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE: NO 



(xi) SEQUENCE DESCRIPTION :_SEQ ID NO 
CTTCGGACAG AAATTGC 

(2) INFORMATION FOR SEQ ID NO: ; 83: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 21 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE : DNA (genomic) 
(iii) HYPOTHETICAL: NO 



(iv) ANT I -SENSE: NO 



(XI) SEQUENCE DESCRIPTION": SEQ ID NO: 83: 
CTATGGGAGT GGGCCTCAGY C 21 
(2) INFORMATION FOR SEQ ID NO: 84: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 22 base pairs 

(B) TYPE: nucleic acid 

(C) STRAND EDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE: NO 



(.xi) SEQUENCE DESCRIPTION: SEQ ID NO: 84 : . 
GCTGTAGGCA TAAATTGGTC TG .22 
(2) INFORMATION FOR SEQ ID NO: 85: 

. (i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 21 base pairs 

(B) TYPE: nucleic acid 

(C) STRAND EDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) . u . 
(iii) HYPOTHETICAL: NO 
(iv) ANTI -SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 85: 
CTCCACAGWA GCTCC AAATT C 21 
(2) INFORMATION FOR SEQ ID NQ: 86: J ' 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 20 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI -SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 86: 
ACATAAGAGG ACTCTTGGAC 
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(2) INFORMATION FOR SEQ ID NO: 87: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 22 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DMA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO 

TACTTCAAAG ACTGTGTGTT TA 

(2) INFORMATION FOR SEQ ID NO: 88: 

(i) SEQUENCE CHARACTERISTICS: 
(A) LENGTH: 18 base pairs 
.(B) TYPE : nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO 
TAGGTTAAAG GTCTTTGT 
(2) INFORMATION FOR SEQ ID NO: 89: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH : 13 - base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE : NO 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO 
TAGGTTAATG ATCTTTGT 
(2) INFORMATION FOR SEQ ID NO: 90: 



(i) SEQUENCE CHARACTERISTICS; 

(A) LENGTH: 17 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI -SENSE: NO 



(XX) SEQUENCE DESCRIPTION: SEQ ID NO 
CATGTCCCAC TGTTCAA 

(2) INFORMATION FOR SEQ ID NO: 91: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 17 base pairs , 

(B) TYPE: nucleic acid • 

(C) STRANDEDNESS: single 
■(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE; DNA (genomic) 

(iii) HYPOTHETICAL: NO 
(iv) ANTI -SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO 
CATGTCCTAC TGTTCAA 

(2) INFORMATION FOR SEQ ID NO: 92: 

fx) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 17 base pairs . 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL:- NO 
(XV) ANTI -SENSE : NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO 
TTCTGCCCCA TGCTGTA 

(2) INFORMATION FOR SEQ ID NO: 93: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 18 base pairs 

(B) TYPE: nucleic acid 

(C) . STRANDEDNESS : single 



(D) TOPOLOGY: . linear 
(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI- SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO 
TTCTGCCCCA TGCTGTAG 

(2) INFORMATION FOR SEQ ID NO: 94: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 21 base pairs 

(B) TYPE: nucleic acid 
'(C) STRANDEDNESS: single 
(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE : DNA (genomic) 

(iii) HYPOTHETICAL: .NO 

(iv) ANTI-SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO 
GGTAWAAAGG GACTCAMGAT G 
(2) INFORMATION FOR SEQ ID NO: 95: 

( i ) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 17 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO . ~ 
(iv) ANTI-SENSE: NO 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO 
TCAGCTATAT GGATGAT 

(2) INFORMATION FOR SEQ ID NO: 96: 

(i) SEQUENCE CHARACTERISTICS: 
(A) LENGTH: 16 base pairs 
, (B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 



(iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE: NO 



. (xi) SEQUENCE DESCRIPTION: SEQ ID NO 
CAGCTATATG GATGAT 

(2) INFORMATION FOR SEQ ID NO: 97: 

(i) SEQUENCE CHARACTERISTICS: 
(A) LENGTH: 16 base pairs 
•(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear , 

(ii) MOLECULE TYPE : DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO 
TTCAGCTATA TGGATG 

(2) INFORMATION FOR SEQ ID NO: 98: 

( i ) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 17 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
( iii ) HYPOTHETICAL : NO 
(iv) ANT I -SENSE : NO 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO 
TCAGTTATAT GGATGAT 

(2) INFORMATION FOR SEQ ID NO: 99: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 17 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: Single 
..(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 

(iii) HYPOTHETICAL: NO 



(iv) ANTI -SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 99: 

TTTCAGTTAT ATGGATG 17 

(2) INFORMATION FOR SEQ - ID NO: 100: 

(i) SEQUENCE CHARACTERISTICS: 
(A) LENGTH: 17 base pairs 
. (B) TYPE: nucleic acid 

(C) STRAND EDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI -SENSE: NO 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 100: 

TTTAGTTATA TGGATGA 17 

(2) INFORMATION FOR SEQ ID NO: 101: 

( i ) SEQUENCE CHARACTERISTICS : 
(A) LENGTH: 17 base pairs 
(3) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE: NO 



(Xi) SEQUENCE DESCRIPTION:- SEQ ID NO: 101: ~ 
TCAGCTATGT GGATGAT 17 
(2) INFORMATION FOR SEQ ID NO: 102: 

. (i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 17 base pairs 

(B) . TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
■ (iv) ANTI-SENSE.: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 102 : 
TCAGTTATGT GGATGAT 17 
(2) INFORMATION FOR SEQ ID NO: 103: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 17 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE : DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE : NO 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 103: 

TTTCAGCTAT GTGGATG • *' 17 

(2) INFORMATION FOR SEQ ID NO: 104: 

(i) SEQUENCE CHARACTERISTICS : 
(A) LENGTH: .23. base pairs 
(3) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI -SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 104: 
CAAGGTATGT TGCCCGTTTG TCC g 23 

(2) INFORMATION FOR SEQ ID NO: 105: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 21 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE: NO 



Cxi) SEQUENCE DESCRIPTION: SEQ ID NO: 105: 



GGYAWAAAGG GACTCAMGAT G 
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(2) INFORMATION FOR SEQ ID NO: 106: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 19 base pairs 

(B) TYPE: nucleic acid 
CC) STRANDEDNESS : single 
(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 

( iii) HYPOTHETICAL : NO 

(iv) ANTI-SENSE: NO 



(xi) SEQUENCE DESCRIPTION: . SEQ ID NO: 106: 
GGGTCACCAT ATTCTTGGG 19 
(2) INFORMATION FOR SEQ ID NO: 107: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 22 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: • single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE: NO 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 107: 
GTTCCKGAAC TGGAGCCACC AG 22 
(2) INFORMATION FOR SEQ ID NO: 108: 

t - 

(i) SEQUENCE CHARACTERISTICS: T ~" 

(A) LENGTH: 40 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii). MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 108: 
CCGGAAAGCT TGAGCTCTTC TTTTTCACCT CTGCCTAATC 
(2) INFORMATION FOR SEQ ID NO: 109: 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 40 base pairs 

(B) TYPE: nucleic acid. 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI -SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 109 

CCGGAAAGCT TGAGCTCTTC AAAAAGTTGC ATGGTGCTGG 

(2) INFORMATION FOR SEQ ID NO: 110: 

(i) SEQUENCE CHARACTERISTICS :. 
. (A) LENGTH: 17 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 
• (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 

(iii) HYPOTHETICAL: NO 

(iv) ANTI -SENSE : NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 110 
GTGGTTCGCC GGGCTTG -' 
(2) INFORMATION FOR SEQ ID NO: 111:. 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 25 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear.. 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI -SENSE : NO 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 111 
CTGCGAGGCG AGGGAGTTCT TCTTC 
(2) INFORMATION FOR SEQ ID NO: 112: 



(i) SEQUENCE CHARACTERISTICS: 
. (A) LENGTH: 27 base pairs 
(B) TYPE: nucleic acid 



(C) STRAND EDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE; DMA ' (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANT I -SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 112: 
TGCCATTTGT TCAGTGGTTC GTAGGGC v 27 

(2) INFORMATION FOR SEQ ID NO: 113: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 25 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: .DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 113: 

CCGGCAGATG AGAAGGCACA GACGG 25 

(2) INFORMATION FOR SEQ ID NO: 114: 

(i) SEQUENCE CHARACTERISTICS: 
. (A) LENGTH: 18 base pairs 
: (B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 
■(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) * , 

(iii) HYPOTHETICAL: NO 

(iv) ANTI-SENSE: NO 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 114: 
TTCAGCTATA TGGATGAT 18 
(2) INFORMATION FOR SEQ ID NO: 115: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 18 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 



(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL : NO 
(iv) ANTI -SENSE : NO 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 115: 
TCAGCTATAT GGATGATG 18 
(2) INFORMATION FOR SEQ ID NO: 116: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 18 base pairs 

(B) TYPE: nucleic acid 

(C) STRAND EDNESS : single 
(p) TOPOLOGY: linear 

(ii) MOLECULE TYPE : DNA (genomic) 

(iii) HYPOTHETICAL: NO 
(iv) ANTI -SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ. ID NO: 116: 
TTCAGCTATG TGGATGAT 18 
(2) INFORMATION FOR SEQ ID NO: 117: 

(i) SEQUENCE CHARACTERISTICS: ' 

(A) LENGTH: 18 base pairs 

(B) . TYPE: nucleic acid 

(C) STRAND EDNESS : single 

(D) TOPOLOGY: linear . 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI -SENSE : NO • £ . 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 117: 
TCAGCTATGT GGATGATG ■ , 18 

(2) INFORMATION FOR SEQ ID NO: 118: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 15 base pairs 

(B) TYPE: nucleic acid 

(C) STRAND EDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 



(iii) 



HYPOTHETICAL: NO 



(iv) ANTI -SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 118: 



GGCTTTGGGG CATGG 



15 



(2) INFORMATION FOR SEQ ID NO: 119: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 15 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI- SENSE: NO 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 119: 
TGGCTTTGGG GCATG .. 15 
(2) INFORMATION FOR SEQ. ID NO: 120: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 16 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL : NO 
(iv) ANTI -SENSE: NO. 



(xi) 



SEQUENCE DESCRIPTION: SEQ ID NO: 120: 



GTGGCTTTGG GGCATG 



16 



(2) INFORMATION FOR SEQ ID NO: 121: 



(i) 



SEQUENCE CHARACTERISTICS: 

(A) - LENGTH: 16 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 



(ii) 



MOLECULE TYPE: DNA (genomic) 



(iii) 



HYPOTHETICAL : NO 



(iv) 



ANTI -SENSE : NO 



(xi) ■ SEQUENCE DESCRIPTION: SEQ ID NO: 121: 



GGCTTTGGGG CATGGA 



16 



(2) INFORMATION FOR SEQ ID NO: 122: 



(i). 



SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 16 base pairs 

(B) TYPE: nucleic acid 



(C) STRAND EDNESS : single 
■(D) TOPOLOGY: linear 



(ii) 



MOLECULE TYPE: DNA (genomic) 



(iii) 



HYPOTHETICAL: NO 



(iv) 



ANTI -SENSE: NO 



(xi) 



SEQUENCE DESCRIPTION: SEQ ID NO: 122: 



TGGCTTTGGG ACATGG 



. 16 



(2) INFORMATION FOR SEQ ID NO: 123: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 15 base pairs 

(B) TYPE: nucleic acid 

(C) STRAND EDNESS : single 

(D) TOPOLOGY T linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI -SENSE : NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 123: 



(2) INFORMATION FOR SEQ ID NO: 124: 

(i) SEQUENCE CHARACTERISTICS: . 

(A) LENGTH: 15 base pairs ' 

(B) TYPE: nucleic acid 

(C) STRAND EDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 124: 



I 



GGCTTTGGGA CATGG 



15 



TGGCTTTGGG ACATG 



15 



(2) INFORMATION FOR SEQ ID NO: 125: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 16 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 125: 
GTGGC TTTGG GACATG 16 
(2) INFORMATION FOR SEQ ID NO: 126: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 16 base pairs * - 

(B) TYPE: nucleic acid 
■(C) STRANDEDNESS: single 
(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 

(iii) HYPOTHETICAL: NO 

(iv) ANTI -SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 126: 

GGCTTTGGGA CATGGA ' 1 6 

(2) INFORMATION FOR SEQ ID NO: 127: 

.., i i 

(i) SEQUENCE CHARACTERISTICS: *"~ 

(A) LENGTH: 18 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE: NO 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 12.7: 
TCAGTTATAT GGATGATG 

(2) INFORMATION FOR SEQ ID NO: 128: 



18 



(U SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 18 base pairs 

(B) TYPE : nucleic acid 

(C) STRAND EDNESS : single J 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO; 128: 
TTCAGTTATA TGGATGAT 18 
(2) INFORMATION FOR SEQ ID NO: 129: 

(iY SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 19 base pairs 

(B) TYPE: nucleic acid 

(C) STRAND EDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 129: 
TTTCAGTTAT ATGGATGAT 19 
(21 INFORMATION FOR SEQ ID NO: 130: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 18 base pairs 

(B) TYPE: nucleic acid i - 

(C) STRANDEDNESS; single ~ 

(D) TOPOLOGY: linear 

. (ii) MOLECULE TYPE : DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE : NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 130: 

TCAGTTATGT GGATGATG 18 

(2) INFORMATION FOR SEQ ID NO: 131: 

(i) SEQUENCE CHARACTERISTICS: 
(A) LENGTH: 18 base pairs 



(B) TYPE: nucleic acid 
(G) STRANDEDNESS :. single 
(D) TOPOLOGY: linear 



(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE: NO 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 131: 

TTCAGTTATG TGGATGAT 18 

(2) INFORMATION FOR SEQ ID NO: 132: 

(i) SEQUENCE CHARACTERISTICS: 
(A) LENGTH: 19 base pairs 
• (B) TYPE: nucleic acid . 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL : NO. 
. (iv) ANTI-SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 132:- 
TTTCAGTTAT GTGGATGAT , 19 

(2) INFORMATION FOR SEQ ID NO: 133: 

( i ) SEQUENCE CHARACTERISTICS : ' ■ 

(A) LENGTH: 18 base pairs. 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

i . 

(ii) MOLECULE TYPE: DNA i genomic) ~* 
(iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE: NO 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 133: 
TTTCAGTTAT GTGGATGA 18 
(2) INFORMATION FOR SEQ ID NO: 134: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 20 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear " 



(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI -SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 134: 
TGCTGCTATG CCTCATCTTC 20 
(2) INFORMATION FOR SEQ ID NO: 135: 

(i) SEQUENCE CHARACTERISTICS: . 

(A) LENGTH: 20 base pairs 

(B) TYPE: nucleic acid 

(C) STRAND EDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI -SENSE : NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 135: 

CARAGACAAA AGAAAATTGG 2 0 

(2) INFORMATION FOR SEQ ID NO: 136: 

(i) SEQUENCE CHARACTERISTICS: 
(A) LENGTH: 17 base pairs 
(3) TYPE: nucleic acid 

(C) STRAND EDNESS :. single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 

i . 

(iv) ANTI -SENSE: NO* - ~ -v ~ 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 13 6: 
CTATGGATGG AAATTGC 17 
(2) INFORMATION FOR SEQ ID NO: 137: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH:' 17 base pairs 

(B) TYPE: nucleic acid 

(C) STRAND EDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 



(iii) HYPOTHETICAL: NO 



(iv) ANTI -SENSE : NO 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: . 137 : 

CCTATGGATG GAAATTG 17 

(2) INFORMATION FOR SEQ ID NO: 138: 

<i) SEQUENCE CHARACTERISTICS: 
(A) LENGTH: 17 base pairs 
(3) TYPE: nucleic acid 

(C) STRAND EDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
.(iii) HYPOTHETICAL: NO 1 , 

(iv) ANTI -SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 138: 
ACCTATGGAT GGAAATT 17 
(2) INFORMATION FOR SEQ ID NO: 13.9: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 20 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear . 

(ii) MOLECULE TYPE: DNA (genomic) ' 
(iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE: NO - 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 13 9: 
CTCAAGGCAA CTCTATGTGG ; 20 
(2) INFORMATION FOR SEQ ID NO: 140: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 19 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic)' 
(iii) HYPOTHETICAL: NO 



(iv) ANTI -SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 140: 
CTCAAGGCAA CTCTATGGG 19 
(2) INFORMATION FOR SEQ ID NO: 141: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 19 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 

(iii) HYPOTHETICAL: NO 
. (iv) ANTI-SENSE: NO, 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 141: 
TCAAGGCAAC TCTATGTTG 19 
(2) INFORMATION FOR SEQ ID NO: 142: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 16 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

■ (ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
( iv) ANTI-SENSE : NO 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 142: 

* - 

ATCCCATCAT CTTGGG _ - - 16 

(2) INFORMATION FOR SEQ ID NO: 143: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 19 base pairs ' 
(3) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI -SENSE: NO 



SEQUENCE DESCRIPTION: SEQ ID NO: 143: 



ATCCCATCAT CTTGGGCGG 



19 



(2) INFORMATION FOR SEQ ID NO: 144: 

(i) SEQUENCE CHARACTERISTICS: 
(A) LENGTH: 18 base pairs 
(3) TYPE: nucleic acid 

(C) STRAND EDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI -SENSE : NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 144: 

TCCCATCATC TTGGGCGG 18 

(2) INFORMATION FOR SEQ ID NO: 145: , . 

(i) SEQUENCE CHARACTERISTICS: 
(A) LENGTH: 18 base pairs 
(3) TYPE: nucleic acid 

(C) STRAND EDNESS : single 

(D) TOPOLOGY: linear 

. (ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 145: 
CCCATCATCT TGGGCTGG . ' 18 

(2) INFORMATION FOR SEQ ID NO: 146: " » ■ - 

( i ) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 18 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single ... 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE : DNA ( genomic ) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI -SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 146: 
TTCGCAAAAT ACCTATGG 



18 



(2) INFORMATION FOR SEQ ID NO: 147: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 18 base pairs 

(B) TYPE: nucleic acid 

(C) STRAND EDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic), 
(iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE : NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 147: 

TTTCGCAAAA TACCTATG 18 ' 

(2) INFORMATION FOR SEQ ID NO: 148: 

(i) SEQUENCE CHARACTERISTICS : 
(A) LENGTH: 19 base pairs 
(3) TYPE: nucleic acid 
<C) STRAND EDNESS: single 
(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 

(iii) HYPOTHETICAL: NO 

(iv) ANTI-SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 148: 
CTTTCGCAAA ATACCTATG 19 
(2) INFORMATION FOR SEQ ID NO : 149: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 13 base pairs i . - 

(B) TYPE: nucleic acid *" 
. (C) STRAND EDNESS : single . . 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI- SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 149: 

TCGCAAAATA CCTATGGG 18 

(2) INFORMATION FOR SEQ ID NO: 150: 

(i) SEQUENCE CHARACTERISTICS: .. 
(A) LENGTH: 17 base pairs 



(B) TYPE: nucleic acid 

(C) STRAND EDNESS : single 

(D) TOPOLOGY: linear 



(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE : NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 150: 
TCTACTTCCA GGAACAT 17 
(2) INFORMATION FOR SEQ ID NO : 151: 

(i) SEQUENCE CHARACTERISTICS : . 

(A) LENGTH: 18 base pairs 

(B) TYPE: nucleic acid 

(C) STRAND EDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) ' * 
.(iii) HYPOTHETICAL ": NO 
(iv) ANTI-SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO:. 151: 
TCTACTTCCA GGAACATC 18 
(2) INFORMATION FOR SEQ ID NO: 152: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 18 base pairs 

(B) TYPE: nucleic acid 
(.C) STRAND EDNESS : single 
(D) TOPOLOGY: linear 

i -. 

(ii) MOLECULE TYPE: DNA t genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI- SENSE : NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: .152: - 
CTCTACTTCC AGGAACAT 18 
(2) INFORMATION FOR SEQ ID NO: 153: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 18 base pairs 

(B) TYPE: nucleic acid 

(C) STRAND EDNESS : single 

(D) TOPOLOGY: linear ... 



(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL : NO 
(iv) ANTI- SENSE: NO 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 153: 
CTCTACTTCC AGGAACAG / " 18 

(2) INFORMATION FOR SEQ ID NO: 154: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 16 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 
■(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE : DNA (genomic) 

(iii) HYPOTHETICAL: NO 

(iv) ANTI-SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 154: 

CTGCACGATT CCTGCT 16 

(2) INFORMATION FOR SEQ ID NO: 155: 

(i) SEQUENCE CHARACTERISTICS: 
(A) LENGTH: 17 base pairs 
(3) TYPE: nucleic acid 
(C) STRANDEDNESS: single 
CD) TOPOLOGY: linear • 

(ii) MOLECULE TYPE: DNA (genomic) 

(iii) HYPOTHETICAL: NO j /- 

(iv) ANTI-SENSE: NO 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 155: 

TGCACGATTC CTGCTCA 17 

(2) INFORMATION FOR SEQ ID NO: 156: 

(i) SEQUENCE CHARACTERISTICS: 
.(A) LENGTH: 17 base pairs 
(B) TYPE: nucleic acid 
CO STRANDEDNESS: single 
(D) TOPOLOGY: linear 



(ii) MOLECULE TYPE: DNA (genomic) 



(iii) HYPOTHETICAL: NO 
(iv) ANTI -SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 156: 
CTGCACGATT CCTGCTC 17 
(2) INFORMATION FOR SEQ ID NO: 157: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 18 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE : DNA (genomic) 

(iii) HYPOTHETICAL: NO 

/ 

(iv) ANTI -SENSE : NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 157: 



TGCACGATTC CTGCTCAA 18; 
(2) INFORMATION FOR SEQ ID NO: 158: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 17 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single • 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(IV) ANTI-SENSE: NO 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 158: 
TTCGCAAGAT TCCTATG 17 
(2) INFORMATION FOR SEQ ID NO: 159: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH : 18 base pairs . 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 159: 

CTTTCGCAAG ATTCCTAT 18 

(2) INFORMATION FOR SEQ ID NO: 160: 

(i) SEQUENCE CHARACTERISTICS: 
(A) LENGTH: 17 base pairs 
.(B) TYPE: nucleic acid 
(C) STRANDEDNESS : single 
-(D) TOPOLOGY: linear 

(II) MOLECULE TYPE: DNA (genomic) 

(iii) HYPOTHETICAL: NO 

(iv) ANTI-SENSE: NO 



; (Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 160: 
CTTTCGCAAG ATTCCTA 17 
(2) INFORMATION FOR SEQ ID NO: 161: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH : 1 19 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single • 

(D) TOPOLOGY: linear • 
(ii) MOLECULE TYPE: DNA (genomic) 

(iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE : NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 161: i 
CTTTCGCAAG ATTCCTATG 19 
(2) INFORMATION FOR SEQ ID NO: 162: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 17 base pairs 

(B) TYPE: nucleic acid 

- (C) STRANDEDNESS: single 
(Dj TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 

(iii) HYPOTHETICAL: NO 



(iV) ANTI-SENSE: NO 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 162: 
CTCTATGTAT CCCTCCT 17 
(2) INFORMATION FOR SEQ ID NO: 163: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 17 base pairs 

(B) TYPE: nucleic acid 

(C) STRAND EDNESS : single 

(D) TOPOLOGY: linear' 

(ii) MOLECULE TYPE : DNA (genomic) 
(iii) HYPOTHETICAL: NO 
. (iv) ANTI- SENSE : NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 163: 
TCTATGTATC CCTCCTG 17 
(2) INFORMATION FOR SEQ ID NO: 164: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 19 base pairs 

(B) . TYPE: nucleic acid 

(C) "STRAND EDNESS : -single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 164: 
CTCTATGTAT CCCTCCTGG . 19 
(2) INFORMATION .FOR SEQ ID NO:, .165 : - 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 18 base pairs 

(B) TYPE: nucleic acid . . . 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA ( genomic ) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI -SENSE : NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 165: 
CCTCTATGTA TCCCTCCT 



18 



(2) INFORMATION FOR SEQ ID. NO: 166: 

(i). SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 17 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 

{iii) HYPOTHETICAL: NO 
(iv) ANTI -SENSE: NO 



Cxi) SEQUENCE DESCRIPTION: SEQ ID NO: 166: 

CTGTACCAAA CCTTCGG . 17 

(2) INFORMATION FOR SEQ ID NO: 167: 

(i) SEQUENCE CHARACTERISTICS: 
(A) LENGTH: 16 base pairs 
(3) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA ■ (genomic ) 
(iii) HYPOTHETICAL: NO \ 
(iv) ANTI-SENSE: NO 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO : 167: 

CTGTACCAAA CCTTCG 16 

(2) INFORMATION FOR SEQ ID NO: 163: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 18 base pairs i , 

(3) TYPE: nucleic acid "~ 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE : DNA ( genomic ) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI -SENSE : NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 168: 
GCTGTACCAA ACCTTCGG 18 
(2) INFORMATION FOR SEQ ID NO: 169: 
(i) SEQUENCE CHARACTERISTICS : 



(A) LENGTH: 18 base pairs 

(B) TYPE: nucleic acid 

(C) STRAND EDNESS : single 

(D) . TOPOLOGY: linear 

(U) MOLECULE TYPE : . DNA (genomic) 
(iii) HYPOTHETICAL: MO 
(iv) ANTI- SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID. NO: 169: 
TGTACCAAAC CTTCGGAG 13 
(2) INFORMATION FOR SEQ ID NO: 170: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 16 base pairs 

(B) TYPE: nucleic acid 

(C) STRAND EDNESS : single 

(D) TOPOLOGY: linear 

(ii)' MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 170: 
GGACCCTGCC GAACCT 16 
(2) INFORMATION FOR SEQ ID NO: 171: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 16 base pairs 

(B) TYPE: nucleic acid 

(C) STRAND EDNESS : single 

■(D) TOPOLOGY: linear . i . 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL : NO 
(iv) ANTI -SENSE : NO 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 171: 
GGACCCTGCC GAACCG 16 
(2) INFORMATION FOR SEQ ID NO: 172: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 15 base pairs 

(B) TYPE: nucleic acid 

(C) STRAND EDNESS : single 



(D) TOPOLOGY: linear 
MOLECULE TYPE: DNA (genomic) 
HYPOTHETICAL: NO 
ANTI-SENSE : NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 172: 

GGGACCCTGC CGAAC 15 

( 2 ) INFORMATION FOR SEQ ID NO: 173 : 

(i) SEQUENCE CHARACTERISTICS: 
(A) LENGTH: 14 base pairs 
(S) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(ill) HYPOTHETICAL.: NO 
(iv) ANTI -SENSE : NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: .173: 

GGACCCTGCC GAAC 14 

(2) INFORMATION FOR SEQ ID NO: 174: 

(i) SEQUENCE CHARACTERISTICS: 
(A) LENGTH: 18 base pairs 
( B } . TYPE : nucleic acid 

(C) STRANDEDNESS: single 

(D) ' TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
{iii) HYPOTHETICAL: NO - " *~ 

(iv) ANTJ-SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 174: 
GTTGCTGTTC AAAACCTT 18 
(2) INFOR^IATION FOR SEQ ID NO: 175: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 18 base pairs . • 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 



(ii) 
(iii) 
(iv) 



(ii) MOLECULE TYPE: , DNA (genomic) 



(iii) HYPOTHETICAL: NO 
<iv) ANTI-SENSE : NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 175: 

GTTGCTGTTC AAAACCTG 18 

(2) INFORMATION FOR SEQ ID NO:' 176: 

(i) SEQUENCE CHARACTERISTICS: 
, (A) LENGTH: 19 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear ■ 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE : NO 



(xi) SEQUENCE DESCRIPTION: , SEQ ID NO: 176:. . 

TGTTGCTGTT C AAAACCTG 19 

(2) INFORMATION FOR SEQ ID MO: 177: 

(i) SEQUENCE CHARACTERISTICS: 
(A) LENGTH: 20 base pairs 
(3) TYPE : nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE : DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE: NO f 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 177: 
ATGTTGCTGT TCAAAACCTG 20 
(2) INFORMATION FOR SEQ ID NO: 178: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 15 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 



(iv) ANTI-SENSE: NO 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 178: 



GATCCACGAC CACCA 15 
(2) INFORMATION FOR SEQ ID NO: 179: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 16 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single . 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO , 
(iv) ANTI -SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 179: 

GGATCCACGA CCACCA 16 

(2) INFORMATION FOR SEQ ID NO: 180: 

(i) SEQUENCE CHARACTERISTICS: 
(A) LENGTH: 15 base pairs 
(3) TYPE : nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE : DNA {genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE: NO , 



(xi) SEQUENCE DESCRIPTION: -SEQ ID NO: 180: 
GGATCCACGA CCACC 



15 



(2) INFORMATION FOR SEQ ID NO: 181: 



(i) SEQUENCE CHARACTERISTICS: 
(A) LENGTH: 17 base pairs 
(3)" TYPE: nucleic, acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 



(iv) ANTI-SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 181 
GATCCACGAC CACCAGG 

(2) INFORMATION FOR SEQ ID NO: 182: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 16 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single . 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
( iii ) HYPOTHETICAL : NO 
(iv) ANTI-SENSE: NO 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 182 

TGTTCCAAAC CCTCGG ; 

(2) INFORMATION FOR SEQ ID NO: 183: 

(i) SEQUENCE CHARACTERISTICS : 
; (A) LENGTH: 16 base pairs 
(3) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

. (ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID- NO: 183: 
CTGTTCCAAA CCCTCG 

(2) INFORMATION FOR SEQ ID NO: 184: 

. (i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 17 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

( i i ) MOLECULE TYPE : DNA ( genomic ) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI -SENSE : NO 



(xi) 



SEQUENCE DESCRIPTION: SEQ ID NO: 184.: 



CTGTTCCAAA CCCTCGG 



17 



(2) INFORMATION FOR. SEQ ID NO: 185: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 17 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

( i i ) MOLECULE TYPE : DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI- SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 185: 
GTTCCAAACC CTCGGAT 17 
(2) INFORMATION FOR SEQ ID NO: 186: 

( i ) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 16 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS:; single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE: NO 



(xi) SEQUENCE DESCRIPTION:'" SEQ ID NO: 186: 
GCCAAATCTG TGCAGC .16 
(2) INFORMATION FOR SEQ ID NO: 137 : 

(i) SEQUENCE CHARACTERISTICS: J : 

(A) LENGTH: 17' base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE : DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE: NO 



Cxi) SEQUENCE DESCRIPTION: SEQ ID NO: 187: 
CCAAATCTGT GCAGCAT 

(2) INFORMATION FOR SEQ ID NO: 188: 



17 



(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 18 base pairs 

(B) TYPE: nucleic acid 
.(C) STRANDEDNESS : single 
(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE:. DNA (genomic) 

(iii) HYPOTHETICAL: NO 

(iv) ANTI-SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 188: 
GCCAAATCTG TGCAGCAG 18 
(2) INFORMATION FOR SEQ ID NO: 189:. 

(i) SEQUENCE CHARACTERISTICS: ' 

(A) LENGTH: 17 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI -SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 189: 
GGCCAAATCT GTGCAGC - fc 17 

(2) INFORMATION FOR SEQ ID NO: 190: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 17 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single i - 

(D) TOPOLOGY: linear-- 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ' ANTI-SENSE: NO 



(xi)^ SEQUENCE DESCRIPTION: SEQ ID NO: 190: 
ATCAACAACA ACCAGTA 17 
(2) INFORMATION FOR SEQ ID NO: 191: . 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 17. base pairs 

(B) TYPE: nucleic acid 



(C) STRAND EDNESS : single 

(D) TOPOLOGY: linear 

(ii) ■ MOLECULE TYPE: DNA (genomic) 

(iii) HYPOTHETICAL: NO 
(iv) . ANTI- SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 191: 
GATCAACAAC AACCAGT 17 
(2) INFORMATION FOR SEQ ID NO: 192: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 18 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE: . NO 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO : 192 : 
GATCAACAAC AACCAGTA . 18 
(2) INFORMATION FOR SEQ ID NO: 193: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 18 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

. (ii) MOLECULE TYPE: DNA (genomic) 

i- i , 

(iii) HYPOTHETICAL: NO . - .... . ~- 
(iv) ANTI-SENSE: NO 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 193: 

GGATCAACAA C AACCAGT 18 

(2) INFORMATION FOR SEQ ID NO: 194: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 19 base pairs . 
.(B). TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 



(ii) MOLECULE TYPE: DNA (genomic) 



(iii) HYPOTHETICAL:. NO 
(iv) ANTI-SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO 
TCAAGGCAAC TCTATGTGG 

(2 J INFORMATION FOR SEQ ID NO: 195: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 17 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 
"(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 

(iii) HYPOTHETICAL: NO 

■ (iv) ANTI- SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO 
AGGTTAAAGG TCTTTGT 

(2) INFORMATION FOR SEQ ID NO: 19 6: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 13 base pairs 

(B) TYPE: nucleic acid 

. (C) STRANDEDNESS: single 
(D) TOPOLOGY: linear 

(ii.) MOLECULE TYPE: DNA (genomic) 

(iii) HYPOTHETICAL: NO 

(iv) ANTI-SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO 
TAGGTTAAAG GTCTTTGG 

(2) INFORMATION FOR SEQ ID NO: 197: 

(i) SEQUENCE CHARACTERISTICS : 
. (A) LENGTH: 17 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii). MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 



(iv) ANTI -SENSE : NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: .197: 
TTAGGTTAAA GGTCTTT 17 
(2) INFORMATION FOR SEQ ID NO: 198: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 19 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(ill) HYPOTHETICAL: NO 
(iv). ANTI-SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 198: 
GGTTAAAGGT CTTTGTAGG 19 
(2) INFORMATION FOR SEQ ID NO: 199 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 17 base pairs 

(B) TYPE; nucleic acid 

(C) STRANDEDNESS: single . 

(D) TOPOLOGY: linear 

(ii). MOLECULE TYPE: DNA (genomic), 
(iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE: NO. 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 199: 
AGGTTAATGA TCTTTGT 17 
(2) INFORMATION FOR SEQ ID NO: 200: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 13 base pairs - 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single . 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO . 



(iv) ANTI-SENSE : NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 200: 



TAGGTTAATG ATCTTTGG 



18 



(2) INFORMATION FOR SEQ ID NO: 201: 



(i) 



SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 20 base pairs 
* (B) TYPE: nucleic acid 



{ C ) STRANDEDNESS : s ingle 
(D) TOPOLOGY: linear 



(ii) 



MOLECULE TYPE : DNA (genomic) 



(iii) 



HYPOTHETICAL: NO 



(iv) 



ANTI -SENSE: NO 



(xi) 



SEQUENCE DESCRIPTION: SEQ ID NO: 201: 



CTTTCGCAAG ATTCCTATGG 



20 



(2) INFORMATION FOR SEQ ID NO: 202: 



(i) SEQUENCE CHARACTERISTICS: 
(A) LENGTH: 20 base pairs 
(3) TYPE: nucleic acid 
(C) STRANDEDNESS: single 
( D f TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 

(iii) HYPOTHETICAL: NO 

(iv) ANTI -SENSE: NO 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO : 202: 
GCTTTCGCAA GATTCCTATG . #2 0 

(2) INFORMATION FOR SEQ ID NO: 203: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH': 21 base pairs 

(B) TYPE: nucleic acid . - 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE: NO 



(xi) SEQUENCE DESCRIPTION : SEQ ID NO: 203.: 



GCTTTCGCAA GATTCCTATG G 



21 



(2) INFORMATION FOR SEQ ID NO; 204: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 21 base pairs 

(B) TYPE: nucleic acid 

(C) STRAND EDNESS : single 

( D ) TOPOLOGY : 1 inear 

(ii) MOLECULE TYPE: DMA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANT I -SENSE : NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 204: 

CTTTCGCAAG ATTCCTATGG G 21 

(2) INFORMATION FOR SEQ ID NO: 205: 

(i) SEQUENCE CHA-PJ^CTSRISTICS : 

(A) LENGTH: 20 base pairs : 
(3) TYPE:- nucleic acid 
(C) STRANDEDNESS: single 
.(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 

(iii) HYPOTHETICAL: NO 

(iv) ANTI- SENSE: NO 



• (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 205: 
GCTGTACCAA ACCTTCGGAG 20 
(2) INFORMATION FOR SEQ ID NO: 206: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 19 base pairs 

(B) TYPE: nucleic acid , 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE : NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 206: 
TGCTGTACCA AACCTTCGG 19 
(2) INFORMATION FOR SEQ ID NO: 207: 



(I) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 21 base pairs 

(B) TYPE: nucleic acid 

(C) STRAND EDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 207: 
TGCTGTACCA AACCTTCGGA G 21 
(2) INFORMATION FOR SEQ ID NO: 208: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 20 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNE3S : single 

(D) TOPOLOGY:, linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL : NO 
(iv) ANTI-SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 208: 
GCTGTACCAA ACCTTCGGAT . * 20 
(2) INFORMATION FOR SEQ ID NO: 209: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 16 base pairs 

(B) TYPE: nucleic acid §--,•' 

(C) STRANDEDNESS : single ~ 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE: NO 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 209: 

TGGTTCGCCG GGCTTT 16 

(2) INFORMATION FOR SEQ ID NO: 210: 

. (i) SEQUENCE CHARACTERISTICS: 
(A) LENGTH: 17 base pairs 



(3) TYPE: nucleic acid 

(C) STRAND EDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
( i i i ) HYPOTHETICAL : NO 
(iv) ANTI-SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 210: " 
GTGGTTCGCC GGGCTTG 



(2) INFORMATION FOR SEQ ID NO: 211: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 16 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
( iii ) HYPOTHETICAL : NO 
(iv) ANTI-SENSE : NO 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 211 
GGTTCGCCGG GCTTTC 

(2) INFORMATION FOR SEQ ID NO: 212: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 17 base pairs 

(B) TYPE: nucleic acid 

' (C) STRANDEDNESS: single 
(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA t genomic) 

(iii) HYPOTHETICAL: NO 

(iy) ANTI-SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO:. 212 
TGGTTCGCCG GGCTTTC 

(2) INFORMATION FOR SEQ ID NO; 213: . 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 18 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 



(D) TOPOLOGY: linear 



(ii) 



MOLECULE TYPE: DNA (genomic) 



(iii) 
(iv) 



HYPOTHETICAL: NO 
ANTI -SENSE: NO 



(xi) 



SEQUENCE DESCRIPTION: SEQ ID NO: 213: 



AGTGGTTCGC CGGGCTGG 



18 



(2) INFORMATION FOR SEQ ID NO: 214:. 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 19 base pairs 

(B) TYPE: nucleic acid 

(C) STRAND EDNESS : single 

(D) TOPOLOGY: linear 

• (ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI -SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 214:- 
AGGATCCACG ACCACCAGG 19 
(2) INFORMATION FOR SEQ ID MO: 215: 

(i) SEQUENCE CHARACTERISTICS: ' 

(A) LENGTH: 19 base pairs 

(B) TYPE: nucleic acid 

(C) STRAND EDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI -SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 215: 
. AGGATCCACG ACCACCAGT 1 9' 

(2) INFORMATION FOR SEQ ID NO: 216: 

fi) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 20 base pairs 

(B) TYPE: nucleic acid 

(C) STRAND EDNESS : single 

(D) TOPOLOGY: linear 

(ii). MOLECULE TYPE : DNA (genomic) 



(iii) 



HYPOTHETICAL: NO 



(iv) ANTI-SENSE: NO 



(xi) SEQUENCE DESCRIPTION: S£Q ID NO: 216: 
CAGGATCCAC GACCACCAGG 20 
(2) INFORMATION FOR SEQ ID NO: 217: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 19 base pairs 

(B) TYPE: nucleic acid 
..(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL : NO 
(iv) ANTI-SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 217: 

CTGTTCCAAA CCCTGGGAG . 

(2) INFORMATION FOR SEQ ID MO: 213: 

(i) SEQUENCE CHARACTERISTICS : 
(A) LENGTH: 19 base pairs 
(3) TYPE; nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE ' TYPE : DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 218: 

CTGTTCCAAA CCCTCGGAT 19 

(2) INFORMATION FOR SEQ ID N0:" 1 219: 

(i) SEQUENCE CHARACTERISTICS: 
(A) LENGTH: 2 0 base pairs 
(3) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic), 
(iii) HYPOTHETICAL : NO 
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(iv) ANTI-SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 219: 



GCTGTTCCAA ACCCTCGGAG 20 
(2) INFORMATION FOR SEQ ID NO: 220: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH:' 20 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS :' single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 220: 
CTGAACCTTT ACCCCGTTGC . . 20 

(2) INFORMATION FOR SEQ ID NO: 221: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 23 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 
(P) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA {genomic) 

, (iii) HYPOTHETICAL: NO 

(iv) ANTI-SENSE: NO 



(Xi) SEQUENCE DESCRIPTION: -. SEQ ID NO: 221: 
CTCGCCAACT TACAAGGCCT TTC 23 
(2) INFORMATION FOR SEQ ID NO: 222: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 20 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 222: 



AGAATGGCTT GCCTGAGTGC 20 

(2) INFORMATION FOR SEQ ID NO : 223: 

(i) SEQUENCE CHARACTERISTICS: 
(A) LENGTH: 22 base pairs 
(3) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

( ii ) MOLECULE TYPE : DNA ( genomic ) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI -SENSE : NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 223: 
GCTTTCGCAA GATTCCTATG GG 22 
( 2 ). INFORMATION FOR SEQ ID NO : 224: 

( i ) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 22 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single. 

(D) TOPOLOGY: linear 

(ii) MOLECULE * TYPE : DNA (genomic) 
(iii) HYPOTHETICAL: NO . 
(iv) ANTI-SENSE: NO 



• (Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 224: 
GGCTTTCGCA AGATTCCTAT GG g 22 - 

(2) INFORMATION FOR SEQ ID NO : 225: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 23 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) . TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI -SENSE: NO 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 225: 



GGCTTTCGCA AGATTCCTAT GGG. 



23 



(2) INFORMATION FOR SEQ ID NO: 226: • 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 24 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI -SENSE : NO 



{xi) SEQUENCE DESCRIPTION: SEQ ID NO: 226: 
GGCTTTCGCA AGATTCCTAT GGGA 24 



(2) INFORMATION FOR SEQ ID NO: : 227 : 

(i) SEQUENCE CHARACTERISTICS: 
. (A) LENGTH : 19 base pairs ' 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear. 

(ii) MOLECULE TYPE : DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI- SENSE: NO 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 227: 
CAGCTATATG GATGATGTG . 19 - 

. (2) INFORMATION FOR SEQ ID NO: 228: 

(i) SEQUENCE CHARACTERISTICS: - 

(A) LENGTH: 20 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE: NO 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 228: 
AGCTATATGG ATGATGTGGG 
(2) INFORMATION FOR SEQ ID NO: 229: 



20 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 19 base pairs 

(B) TYPE: nucleic acid - 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DMA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 229: 

GCTATATGGA TGATGTGGT 19 

(2) INFORMATION FOR SEQ ID NO: 230: 

(i) SEQUENCE CHARACTERISTICS: 
(A) LENGTH: 20 base pairs 
■(B) TYPE: nucleic acid \ 
(C) STRANDEDNESS: single 
'(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 

(iii) HYPOTHETICAL: NO 

(iv) ANTI -SENSE: NO 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 230: 

AGCTATATGG ATGATGTGGT 20 

(2). INFORMATION FOR SEQ ID NO: 23 lr 

(i) SEQUENCE CHARACTERISTICS : 
(A) LENGTH: 19 base pairs 

(3) TYPE : nucleic acid | 

(C) STRANDEDNESS.: single . ~ - 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO . * - 

(iv) ANTI -SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 231: 

CAGCTATATG GATGATATA 19 

(2) INFORMATION FOR SEQ ID NO: 232: 

(i) SEQUENCE CHARACTERISTICS: 
(A) LENGTH: 20 base pairs 



(B) TYPE: nucleic acid 

(C) STRAND EDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL : NO 
(iv) ANTI-SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 232: 
AGCTATATGG ATGATATAGG 20 
(2) INFORMATION FOR SEQ ID NO: 233: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 19 base pairs 

(B) TYPE: nucleic acid 

(C) STRAND EDNESS : single 

(D) .TOPOLOGY: linear 

(ii) MOLECULE TYPE : DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 233: 
GCTATATGGA TGATATAGT 19 
(2) INFORMATION FOR SEQ ID NO: 234:. 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 20 base pairs 

(B) TYPE: nucleic acid > 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

i 

(ii) MOLECULE TYPE: DNA 1 genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE: NO- 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 234: 
AGCTATATGG ATGATATAGT 20 
( 2 ) INFORMATION FOR SEQ ID NO : 235: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 17 base pairs. 

(B) TYPE: nucleic acid 

- (C) STRANDEDNESS: single 
(D) TOPOLOGY: linear 



(ii) MOLECULE TYPE : DNA .(genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE ; NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 235: 
CCATCATCTT GGGCTTG 17 
(2) INFORMATION FOR SEQ ID NO: 236: 

(1) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 16 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY : linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 236: 
CATCATCTTG GGCTTT 16 
(2) INFORMATION FOR SEQ ID NO: 237: 

(i) SEQUENCE CHARACTERISTICS: ' 

(A) LENGTH : 17 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 

ft - 

(iv) ANTI-SENSE: NO ' . - ^ 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 237: 
CCATCATCTT GGGCTTT 17 
(2) INFORMATION FOR SEQ ID NO: 238: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 18 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 



(iii) HYPOTHETICAL: NO 



(iv) ANTI-SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 238: 
CCATCATCTT GGGCTTTC 18 
(2) INFORMATION FOR SEQ ID NO: 23 9: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 17 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE : NO > 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 239.: 

CCCACTGTCT GGCTTTC 17 

(2) INFORMATION FOR SEQ ID NO: 240: 

(i) SEQUENCE CHARACTERISTICS: 
: (A) LENGTH: 16 base pairs 
(3) TYPE:, nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE : DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANT I -SENSE : NO 



(xi) SclQV^CE DESCRIPTION: SEQ ID NO: 240: 
CCACTGTCTG GCTTTC 16 
(2) INFORMATION FOR SEQ ID NO: 241: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 15 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: .single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 

(iii) HYPOTHETICAL: NO 



(iv) ANTI-SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 241: ' 

CCACTGTCTG GCTTT 15 

(2) INFORMATION FOR SEQ ID NO: 242: 

{ i) SEQUENCE CHARACTERISTICS: 
(A) LENGTH: 16 base pairs 
(3) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI- SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 242: 

CCCACTGTCT GGCTTG 16 

(2) INFORMATION FOR SEQ ID NO: 243: 

(i) SEQUENCE CHARACTERISTICS: 
(A) LENGTH: 18 base pairs 

(3) TYPE: nucleic acid >' v 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE : DNA (genomic) 
(iii) HYPOTHETICAL : MO 
(iv) ANT I -SENSE : NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 243: 
TATATGGATG ATGTGGTA - 18 

(2). INFORMATION FOR SEQ ID NO: 244: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 18 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
- (iv) ANT! -SENSE : NO • 



(xi) 



SEQUENCE DESCRIPTION: SEQ H> NO: 244 : 



TATGTGGATG ATGTGGTA 



18 



(2) INFORMATION FOR SEQ ID NO: 245: 

(1) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 18 base pairs 

(B) TYPE: nucleic acid 

(C) STRAND EDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 245: 
TATATAGATG ATGTGGTA 18 
(2) INFORMATION FOR SEQ ID NO: 246: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 18 base pairs 

(B) TYPE: nucleic acid 

(C) STRAND EDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE. TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE:. NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 246: 
TATATTGATG ATGTGGTA 18 
(2) INFORMATION FOR SEQ ID NO: 247: » . 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 18 base pairs 

(B) TYPE: nucleic acid 

(C) STRAND EDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE : DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 247: 
TATGTAGATG ATGTGGTA A 



(2) INFORMATION FOR SEQ ID NO: 248: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 18 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE : NO 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 248; 
TATGTTGATG ATGTGGTA 1 8 

(2) INFORMATION FOR SEQ ID NO: 249: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 18 base pairs ■ 

(B) TYPE: nucleic acid 
'(C) STRANDEDNESS: single . 
(D) TOPOLOGY: linear 

(ii)' MOLECULE TYPE: DNA (genomic) 

(iii) HYPOTHETICAL : NO 

(iv) ANTI-SENSE : NO 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 249: 

TATATGGATG ATATAGTA - 18 

(2) INFORMATION FOR SEQ ID NO: 250: 

(i) SEQUENCE CHARACTERISTICS: 
(A) LENGTH: 18 base pairs 

(3) TYPE: nucleic acid i 

(C) STRANDEDNESS-: single" 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE: NO 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 250: 

TATATGGATG ATATCGTA 18 

(2) INFORMATION FOR SEQ ID NO: 251: 

(i) SEQUENCE CHARACTERISTICS: . : 

(A) LENGTH: 18 base pairs 



(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI- SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 251: 
TATGTGGATG ATATAGTA 18 
(2) INFORMATION FOR SEQ ID NO: 252: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: .18 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY : linear 

, (ii) MOLECULE TYPE: DNA (genomic) 
. (iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE : NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 252: 

TATGTGGATG ATATCGTA . , 18 

(2) INFORMATION FOR SEQ ID NO: '253: ' . 

(i) SEQUENCE CHARACTERISTICS: 
(A) LENGTH:' 18 base pairs 
.(B) TYPE: nucleic acid 
■(C) STRANDEDNESS: single 
(D) TOPOLOGY:, linear 

f 

(ii) MOLECULE TYPE: DNA "(genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 253: 



TATATAGATG ATATAGTA 

(2) INFORMATION FOR SEQ ID NO: 254: 

(X) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 18 base pairs 

(B) TYPE: nucleic acid 
.(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 



18 



(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANT I -SENSE : NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 254: 
TATATAGATG ATATCGTA 18 
(2) 'INFORMATION FOR SEQ ID NO: 255: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH :. 18 base pairs 

(B) TYPE: nucleic acid 
.(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE : DNA (genomic) 
(iii) HYPOTHETICAL: NO < . 

(iv) ANTI-SENSE : NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 255: 
TATATTGATG ATATAGTA 

(2) INFORMATION FOR SEQ ID NO: 25 6: 

(i) SEQUENCE CHARACTERISTICS: - 

(A) LENGTH: 18 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv), ANTI -SENSE : NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 256: 
TATATTGATG ATATCGTA .18 
(2) INFORMATION FOR SEQ ID NO:- 257: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 18 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 
'(D) TOPOLOGY: linear 



18 



i - 



(ii) MOLECULE TYPE: DNA (genomic) 



(iii) HYPOTHETICAL : NO 
(iv) ANTI-SENSE: NO 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 257: 
TATGTAGATG ATATAGTA 18 
(2) INFORMATION FOR SEQ ID NO: 258: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 18 base pairs 

(B) TYPE : nucleic acid 

(C) STRANDEDNESS : single* 
• (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) • 

(ill) HYPOTHETICAL: NO 

(iv) ANTI-SENSE: NO 

v • 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 258: 
TATGTAGATG ATATCGTA 

(2) INFORMATION FOR SEQ ID NO: 259: 

(i) SEQUENCE CHARACTERISTICS : 
(A) LENGTH: 18 base pairs 
(3) TYPE: nucleic acid 
(C) STRANDEDNESS: single 
.(D) TOPOLOGY: linear. 

(ii) MOLECULE TYPE: DNA (genomic) 

(iii) HYPOTHETICAL: NO 

(iv)' ANTI -SENSE : NO 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 259; 
TATGTTGATG ATATAGTA ' 18 

(2) INFORMATION FOR SEQ ID NO: 260: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 18 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 
"(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 

(iii) HYPOTHETICAL: NO 

(iv) ANTI-SENSE: NO 



18 



(xi) SEQUENCE DESCRIPTION; SEQ ID NO : 260: 
TATGTTGATG ATATCGTA .18 
(2) INFORMATION FOR SEQ ID NO: 261: 

(1) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 18 base pairs 

(B) TYPE: nucleic acid 

(C) STRAND EDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI- SENSE: MO 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 261: 

TATATGGATG ATCTGGTA 18 

(2) INFORMATION FOR SEQ ID NO: 262: 

(i) SEQUENCE CHARACTERISTICS: 
(A) LENGTH: 18 base pairs 
(3) TYPE: nucleic acid 

(C) STRAND EDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL : NO 
(iv) ANTI -SENSE: NO . . 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 262: i . 

TATGTGGATG ATCTGGTA 18 
(2) INFORMATION FOR SEQ ID NO: 263: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 18 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 



(iv)- ANTI -SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 263: 
TATATAGATG ATCTGGTA 18 
(2) INFORMATION FOR SEQ ID NO: 264: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 18 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 264: 
TATATTGATG ATCTGGTA . 18 
(2) INFORMATION FOR SEQ ID NO: 265: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 18 base, pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv| ANTI -SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 265: 

TATGTAGATG ATCTGGTA 18 

i - 

(2) INFORMATION -FOR SEQ ID NO r 266: . 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 18 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic). 

(iii) HYPOTHETICAL: NO 
(iv) ANTI -SENSE : NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 266: 
TATGTTGATG ATCTGGTA 



18 



(2) INFORMATION FOR SEQ ID NO: 267: 

(i)- SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 18 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE : NO .' 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO 
TATGGGAGTG GGCCTCAG 

(2) INFORMATION FOR. SEQ ID NO: 268: 

( i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 18 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) .TOPOLOGY: linear 

.(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI -SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO 
TATGGGATTG GGCCTCAG 

(2) INFORMATION FOR SEQ ID NO : 269: , 

. (i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 13 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 
. (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 

(iii) HYPOTHETICAL: NO 1 

(iv) ANTI -SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO 
CAGTCCGTTT CTCTTGGC 

(2) INFORMATION FOR SEQ ID NO : 270: 
(i) SEQUENCE CHARACTERISTICS: 



(A) LENGTH: 18 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY : linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE: NO 



. (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 270: 
CAGTCTGTTT CTCTTGGC 

(2) INFORMATION FOR SEQ ID NO: 271: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 18 base pairs 

(B) TYPE: . nucleic acid 

(C) STRANDEDNESS-: single . 

(D) TOPOLOGY: linear ' 

(ii) MOLECULE TYPE: DNA (genomic) 
.(iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE: NO 
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(xi). SEQUENCE DESCRIPTION: SEQ ID NO: 271: 
CAGTCCGTTT CTCATGGC 

(2). INFORMATION FOR SEQ ID NO: '272: 

(i) SEQUENCE CHARACTERISTICS : 
(A) LENGTH: 18 base pairs 
(3) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE : NO' 



18 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 272: 
CAGTCTGTTT CTCATGGC 

(2) INFORMATION FOR SEQ ID NO: 273: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 18 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 
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(D) TOPOLOGY: linear 
(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 273: 

CAGTCCGTTT CTCCTGGC. 18 

(2) INFORMATION FOR SEQ ID NO: 274: 

(i) SEQUENCE CHARACTERISTICS: 
(A) LENGTH: 18 base pairs 
. (B) TYPE: nucleic acid 

(C) STRAND EDNESS : single 
'(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA. (genomic) 

(iii) HYPOTHETICAL: NO ■ 

(iv) ANTI-SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 274.: 
CAGTCTGTTT CTCCTGGC 

(2) INFORMATION FOR SEQ ID NO: 275: 

( i ) SEQUENCE CHARACTERISTICS : 
(A) LENGTH: 18 base pairs 
(3). TYPE: nucleic acid , 

(C) STRAND EDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI- SENSE: NO 



. (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 275: 
CAGCCCGTTT CTCCTGGC 18 
(2) INFORMATION FOR SEQ ID NO: 276: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 18 base pairs 

(B) TYPE: nucleic acid 

(C) STRAND EDNESS : single 

(D) TOPOLOGY: linear. 
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(ii) MOLECULE TYPE: DNA (genomic) 



(iii) HYPOTHETICAL:- NO 
(iv) ANTI-SENSE:. NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 276: 
CAGCCTGTTT CTCCTGGC 18 
(2) INFORMATION FOR SEQ ID NO: 277: 

(i) SEQUENCE CHARACTERISTICS: , 

(A) LENGTH: 18 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 
(D.) TOPOLOGY: linear 

(ii) MOLECULE TYPE: SNA (genomic) 

(iii) HYPOTHETICAL: NO 

(iv) ANTI-SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO 
CAGCCCGTTT CTCATGGC 

(2) INFORMATION FOR SEQ ID NO: 278: 

(i) SEQUENCE. CHARACTERISTICS : 

(A) LENGTH: 18 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single. 
"(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE : DNA (genomic) 

(iii) HYPOTHETICAL: NO 

(iv) ANTI-SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO : 278: 
CAGCCTGTTT CTCATGGC 18 
(2) INFORMATION FOR SEQ ID NO: 279: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 3221 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE: NO 



277 : 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 279: 



AATTCCACTG 


CCTTCCACCA 


AGCTCTGCAG 


GATCCCAAAG 


TCAGGGGTCT 


GTATCTTCCT 


60 


GCTGGTGGCT 


CCAGTTCAGG 


AACAGTAAAC 


CCTGCTCCGA 


ATATTGCCTC 


TCACATCTCG 


120 


TCAATCTCCG 


CGAGGACTGG 


GGACCCTGTG 


ACGAACATGG 


AGAACATCAC 


ATCAGGATTC 


180 


CTAGGACCCC 
CCGCAGAGTC 


TGCTCGTGTT 
TAGACTCGTG 


ACAGGCGGGG 
GTGGACTTCT 


TTTTTCTTGT 
CTCAATTTTC 


TGACAAGAAT 
TAGGGGGGTC 


CCTCACAATA 
ACCCGTGTGT 


240 
300 


CTTGGCCAAA 


ATTCGCAGTC 


CCCAACCTCC 


AATCACTCAC 


CAACCTCCTG 


TCCTCCAATT 


360 


TGTCCTGGTT 


ATCGCTGGAT 


GTGTCTGCGG 


CGTTTTATCA TATTCCTCTT 


CATCCTGCTG 


420 


CTATGCCTCA 


TCTTCTTGTT 


GGTTCTTCTG 


GATTATCAAG 


GTATGTTGCC 


CGTTTGTCCT 


480 


CTAATTCCAG 


GATCAACAAC 


AACCAGTACG 


GGACCATGCA AAACCTGCAC 


GACTCCTGCT 


540 


CAAGGCAACT 


CTATGTTTCC 


CTCATGTTGC 


TGTACAAAAC ' 


CTACGGATGG 


AAATTGCACC 


600 


TGTATTCCCA 


TCCCATCGTG 


CTGGGCTTTC 


GCAAAATACC' 


TATGGGAGTG 


GGCCTCAGTC 


660 


CGTTTCTCTT 


GGCTCAGTTT 


ACTAGTGCC A 


TTTGTTCAGT 


GGTTCGTAGG 


GCTTTCCCCC 


720 


ACTGTTTGGC 


TTTCAGCTAT 


ATGGATGATG 


TGGTATTGGG 


GGCCAAGACT 


GTACAGCATC 


780 


GTGAGTCCCT 


T.TATACCGCT 


GTTACCAATT 


TTCTTTTGTC 


TCTGGGTATA 


CATTTAAACC 


840 


CTAACAAAAC 


AAAAAGATGG 


GGTTATTCCC 


TAAACTTCAT 


GGTCTACATA 


ATTGGAAGTT 


900 


GGGGAACATT 


GCCACAGGAT 


CATATTGTAC 


AAAAGATCAA 


ACACTGTTTT 


AGAAAACTTC . 


960 


CTGTTAACAG 


GCCTATTGAT 


TGGAAAGTAT 


GTCAAAGAAT 


TGTGGGTCTT 


TTGGGCTTTG 


1020 


CTGCTCCATT 


TACTCAATGT 


GGATATCCTG" 


CCTTAATGCC 


TTTGTATGCA 


TGTATACAAG. 


1080 


CTAAACAGGC 


TTTCACTTTC 


TCGCCAACTT 


ACAAGGCCTT 


TCTAAGTAAA 


CAGTACATGA 


1140 


ACCTTTACCC 


CGTTGCTCGG 


CAACGGCCTG 


GTCTGTGCCA AGTGTTTGCT 


GACGCAACCC 


1200 


CCACTGGCTG 


GGGCTTGGCC 


ATAGGCCATC 


AGCGCATGCG 


TGGAACCTTT 


GTGGCTCCTC 


i2.£0 


TGCCGATCCA 


TACTGCGGAA 


CTCCTAGCCG 


CTTGTTTTGC 
* 


TCGCAGCCGG 


TCTGGAGCAA 


1320 


AGCTCATCGG 


AACTGACAAT 


TCTGTCGTCC 


TCTCGCGGAA 


ATATACATCG 


TTTCCATGGC 


1380 


TGCTAGGCTG 


TACTGCCAAC 


TGGATCCTTC 


GCGGGACGTC CTTTGTTTAC 


GTCCCGTCGG 


1440 


CGCTGAATCC 


CGCGGACGAC 


CCCTCTCGGG 


GCCGCTTGGG 


AGTCTCTCGT 


CCCCTTCTCC 


1500 


GTCTGCCGTT 


CCAGCCGACC 


ACGGGGCGCA 


CCTCTCTTTA 


CGCGGTCTCC 


CCGTCTGTGC 


1560 


CTTCTCATCT 


GCCGGTCCGT 


GTGCACTTCG 


CTTCACCTCT 


GC AC GTTGCA 


TGGAGACCAC 


1620 


CGTGAACGCC 


CATCAGATCC 


TGCCCAAGGT 


CTTACATAAG 


AGGACTCTTG 


GACTCTCAGC 


1680 


AATGTCAACG 


ACCGACCTTG 


AGGCCTACTT 


CAAAGACTGT 


GTGTTTAAGG 


ACTGGGAGGA 


1740 


GCTGGGGGAG 


GAGATTAGGT 


TAAAGGTCTT 


TGTATTAGGA GGCTGTAGGC 


ATAAATTGGT 


1800 


CTGCGCACCA 


GCACCATGCA 


ACTTTTTCAC 


CTCTGCCTAA 


TCATCTCTTG 


TACATGTCCC 


1860 



APTPTTP A AP 


CTTCC A APPT 
V_,v*. x v^v_.rtrt.vj*w 1 


VJ X vj\- v-. x 1 VjVjVJ 


TGGCTTTGGG 


GCATGGACAT 


TGACCCTTAT 


1 Q9 n 

X, J \J 


rtrtrtortrt. I i iu 


PAPPTAPTPT 
vj.rt.vjv_, 1 rtv*. lul 


PPAPTTAPTP 
vjVjrtvj 1 x rtV- 1 


TCGTTTTTGC 


CTTCTGACTT 


CTTTCCTTCC 




ptp apapatp 


TPPTAPAP AP 
X V* V- X AuriLriL 


PPPPTPAPPT 

V->VjV_V-, XV-,rtVjV-. X 


CTGTATCGAG . AAGCCTTAGA GTCTCCTGAG 


4 \J*±\J 


W x 1 VjL. 1 V_rtv^ 


PTP APP ATAP 


TPP APTPAPP 
1 vjv^rtv* 1 v-.rt.vjvj 


CAAGCCATTC 


TCTGCTGGGT 


GGAATTGATG 




a ptpt appt a 




T A AT A ATTTP 
Xrtrt Xrtrt X X X VJ 


GAAGATCCAG 


CATCCAGGGA 


TCTAGTAGTC 




a attzitptt a 

rtrtX i Alul 1A 


AT 1 APT A A PAT 

rt X rt\_ 1 rtrt.L.rt. X 


PPPTTT A A AP 
vjvjVj x x Xrt.ruT.v_r 


ATCAGGCAAC 


TATTGTGGTT 


TCATATATCT 


0 0 9 n 


i. 1 XrtV.. 1 x 


TTPP A A P A C A 


PAPTPTPPTT 

VjrtV,. X Vj X VjV-. X X 


GAATATTTGG TCTCTTTCGG AGTGTGGATT 


? 9 a n 


PPPAPTPPTP 


PAPPPTATAP 

Unuuu Xrtxrtvj 


APPAPPAAAT 

rtV-.V-,rtV-.V-,rtrtrt.X 


GCCCCTATCT 


TATCAACACT 


TCCGGAAACT 


234. n 


APTPTTPTTA 


PAPPAPPPPA 

VJrtV-. VJrtV_ ijuvn 


PPPAPPPAPP 

V- V- VJrtVjVjV-.rt.VjVj 


TCCCCTAGAA GAAGAACTCC 


CTCGCCTCGC 


4t ** \J U 


apappp AfiAT 

rtvjrtv-. ^jV«.rt.Vjrt. X 


PTP A A ""PPPP 


PPPTPPP AP A 
VjV«vj xv«,NjV-.rt.Vjrt 


AGATCTCAAT 


CTCGGGAATC 


TCAATGTTAG 


£t *± \j VJ 


TATTPPTTPP! 


APTPATAAPP 

rt\», X V«.rt. X rtrtVjV-T 


TPPPAAAPTT 

X VjVjVjrtrtrtV-. X X 


TACTGGGCTT 


TATTGCTCTA 


CAGTACCTAT 


2520 


rTTTAATPfT 

v^. i i x rtrt iuw i 


PAATPPPAAA 
vjrtrt x vj\jv-.rt*irt. 


PTPPTTPPTT 
L 1 V.V. i lyu 1 X 


TCCTAAGATT 


CATTTACAAG 


AGGACATTAT . 


2580 


TAATAPP^PT 
i rtrt x nuvj iui 


PAAPAATTTP 
v*.rtrt.v_rtrt x x x vj 


TPPPPPPTPT 

XVJVJVJV-.V-.V_, 1 i 


CACTGTAAAT 


GAAAAGAGAA 


GATTGAAATT 


VJ *± u 


Art A X rt X V_7>^, v_ x 


PPPAPATTP^ 1 
w\w v_rtvjrt x x j. 


ATPPTAPPPA 

ftlUL X rtV». V-.V-.rt 


CACTAAATAT 


TTGCCCTTAG 


ACAAAGGAAT 


2700 

£m I \J VJ 


TAAAP^TTat 
X rtrtrtV.. ^ X -rtX 


TATPP APATP 

X rt X V-. V-.rt.VJrt X v_ 


APPTAPTTAA 
rtvjvj x rtvj x x rtrt 


TCATTACtTC 


CAAACCAGAC 


ATTATTTACA 


Z. / VJ VJ 


TAPTPTTTPP 

i. rtV*. X V- 1 X X yj^JJ 


A APPPTPPTA 

rtrtVjVjV_. X \j\-J X rt 


TTP^A^AT?-. A 
X XV-Art-wrtX rtrt 


GAGGGAAACC 


ACACGTAGCG 


CATCATTTTG 


9R9 0 

O ^ vj 


PPPPTpAPP A 
v«.vjvjvj x LnLLn 


TATTPTTppp 

X rt X X V- X _ VjVjVJ 


A AP A APAPPT 
rtrtv_.rtrt.vjrt.vjv-, l 


ACAGCATGGG 


AGGTTGGTCA 


TCAAAACCTC 


2880 


PPAAAPPJPaT 
vj^rtrtrtVjvj v.. rt x 


PPPPAPP A AT 
vjVj vj vjrtv.. vjrtrt. x 


PTTTPTfZTTP 

V_ X X lv« iUl X V_ 


CCAACCCTCT 


GGGATTCTTT 


CCCGATCATC 


7 940 

A V VJ 


AG^TPPAPPP 


TPP ATTpPPA 

■LV?V_rt.X *. V-.VJVJ.rt 


PPPAAPTpAA 

vjv_ \_.rt-rtv_. — v^rtrt 


ACAATCCAGA 


TTGGGACTTC 


AACCCCATCA 


3000 


AGGACCACTG 


GCCAGCAGCG 


AACCAGGTAG 


GAGTGGGAGC 


ATTCGGGCCA AGGCTCACCC. ' 


3060 


CTCCACACGG 


CGGTATTTTG 


GGGTGGAGCC 


CTCAGGCTCA 


GGGCATATTG 


ACCACAGTGT 


3120 


CAACAATTCC 


TCCTCCTGCC 


TCCACCAATC 


GGCAGTCAGG 


AAGGCAGCCT 


ACTCCCATCT 


3130 


CTCGACCTCT 


AAGAGACAGT 


CATCCTCAGG 


CCATGCAGTG 


G 
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(2) INFORMATION FOR SEQ ID NO: 280: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 3200 base pairs 

(B) TYPE: nucleic acid 

(C) STRAND EDNESS : single 

(D) TOPOLOGY: linear 

. (ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE: NO 



(Xi) SEQUENCE DESCRIPTION: SEQ- ID NO:. 280: 
AATTCCACTG CCTTGCACCA AGCTCTGCAG GATCCCAGAG TCAGGGGTCT GTATCTTCCT 60 



GCTGGTGGCT 


CCAGTTCAGG 


AAC^GTAAAC 


CCTGCTCCGA 


ATATTGCCTC 


TCACATCTCG 


120 


TCAATCTCCG 

X X \w X W> W- Wj 


CGAGGACTGG 

W \J*VWWfi*W -V WW 


GGACCCTGTG 


ACGATCATGG 


AGAACATCAC 


ATCAGGATTC 


180 


C^AGGACCCC 

W 1 * v«« w www 


TGCTCGTGTT 


ACAGGCGGGG 

iAWi4W WW WWTwVJ 


TTTTTCTTGT 


TGACAAGAAT 


CCTCACAATA 


240 


CCGCAGAGTC 


TAGACTCGTG 


GTGGACTTCT 


CTCAATTTTC 


TAGGGGGATC 


ACCCGTGTGT 


300 


CTTGGCCAAA 


ATTCGCAGTC 


CCCAACCTCC 


AATCACTCAC 


CAACCTCCTG 


TCCTCCAATT 


360 


TGTCCTGGTT 


ATCGCTGGAT 


GTGTCTGC GG 


CGTTTTATCA 


TATTCCTCTT 


CATCCTGCTG 


420 


CTATGCCTGA 


TCTTCTTATT 


GGTTCTTCTG 


GATTATCAAG 


GTATGTTGGG 


CGTTTGTCGT 


480 


CTAATTCCAG 


GATCAACAAC 


AACCAGTACG 


GGACCATGCA 


AAACGTGCAC 


GACTCCTGCT 


540 


CAAGGCAACT 


CTAAGTTTCC 


CTCATGTTGC 


TGTACAAAAC 


CTACGGATGG 


AAATTGCACC 


600 


TGTATTCCCA- 


TCCCATCGTC 


CTGGGCTTTC 


GCAAAATACC 


TATGGGAGTG 


GGC CTCAGTC 


660 


CGTTTCTCTT 


GGCTCAGTTT 


ACTAGTGCCA 


TTTGTTCAGT 


GGTTCGTAGG 


GCTTTCCCCC 


720 


ACTGTTTGGC 


TTTCAGCTAT 


ATGGATGATG 


TGGTATTGGG 


GGCGAAGTCf 


GTACAGCATC 


780 


GTGAGTCCCT 


TTATACCGGT 


GTTACCAATT 


/p rr> £ rji rp ffi rn Q rp 


TCTGGGTATA 


CATTTAAACC 


840 


CTAAGAAAAC 


AAAAAGATGG 


GGTTATTCCC 


TAAACTTCAT 


GGGCTACATA 


ATTGGAAGTT • • 


900 


GGGGAAC TTT 


GCCACAGGAT 


CATATTGTAC 


AAAAGATCAA 


ACACTGTTTT 


AGAAAACTTC. 


960 


CTGTTAACAG 


GCCTATTGAT 


TGGAAAGTAT 


GTCAAAGAAT 


TGTGGGTCTT 


TTGGGCTTTG . 


1020 


CTGCTCCATT 


TAGACAATGT 


GGATATCCTG 


CCTTAATGCC 


TTTGTATGCA 


TGTATACAAG 


1080 


CTAAACAGGC 


TTTCACTTTC 


TCGCCAACTT 


ACAAGGCCTT 


TCTAAGTAAA 


CAGTACATGA 


1140 


ACCTTTACCC 


CGTTGCTCGG 


CAACGGCCTG 


GTCTGTGCCA 


AGTGTTTGCT 


GACGCAACCC 


1200 


CCACTGGCTG 


GGGCTTAGCC. 


ATAGwCCATC 


AGCGCATGCG 


TGGAACCTTT 


GTGGCTCCTC 


1260 


TGCCGATCCA 


TACTGCGGAA 


CTCCTAGCCG 


CTTGTTTTGC 


TCGCAGCCGG 


TCTGGAGCAA 


1320 


AGCTCATCGG 


AACTGACAAT 


TCTGTCGTCC 


TCTCGCGGAA 


ATATACATCA 


TTTCCATGGC 


1380 


TGCTAGGCTG 


TAGTGCCAAC 


TGGATCGTTC 


GCGGGACGTC 




GTCCCGTCGG 


1440 

jr - 


CGCTGAATCC 


CGCGGACGAC 


CCCTCTCGGG 


GGCGCTTGGG 


ACTCTCTCGT 


CCCCTTCTCC 


1500 


GTCTGCCGTT 


CCAGCCGACC 


AC GGGGCGC A 


CCTCTCTTTA 


CGCGGTCTCC 


CCGTCTGTGC 


1560 


CTTCTCATCT 


GCCGGTCCGT 


GTGCACTTCG 


CTTCACCTCT 


GCACGTTGCA 


TGGCGACCAC 


. 1620 


CGTGAACGCC 


CATCAGATCC 


TGCCCAAGGT 


CTTACATAAG 


AGGACTCTTG 


GACTCCCAGG 


1680 


AATGTCAACG 


ACCGAGCTTG 


AGGCCTACTT 


CAAAGACTGT 


GTGTTTAAGG 


ACTGGGAGGA 


1740 


GTTGGGGGAG 


GAGATTAGGT 


TAATGATCTT 


TGTATTAGGA 


GGCTGTAGGC 


ATAAATTGGT 


1800 


CTGCGCACCA 


GCACCATGCA 


ACTTTTTCAC 


CTCTGCCTAA 


f CATCTGTTG 


TACATGTCCC 


I860 


ACTGTTCAAG 


CCTCCAAGCT 


GTGCCTTGGG 


TGGCTTTGGG 


GCATGGACAT 


TGACCCTTAT ' 


. 1920 


AAAGAATTTG 


GAGCTACTGT 


GGAGTTACTC 


TCGTTTTTGC 


CTTCTGACTT 


CTTTGCTTCC 


1980 


GTACGAGATC 


TCCTAGACAC 


CGCCTCAGCT 


CTGTATCGAG 


AAGCGTTAGA 


GTGTCCTGAG 


2040 





PTrArCATAG 


TGGACTCAGG 


CAAGCCATTC 


TCTGCTGGGG 


GG AATTGATG 


2100 




GGTGGGTGGG 


TAATAATTTG 

X X *Ui XXX VJ 


CAAGATCCAG CATCCAGAGA TCTAGTAGTC 


2160 


AATTATGTTA 


A^AGTAAGAT 


GGGTTTAAAG 


ATCAGGCAAC 


TATTGTGGTT 


TGATATATCT 


2220 




T^GGAAGAGA 


GAGTGTAGT m 


GAATATTTGG 


TCTCTTTC GG 


AGTGTGGATT 


2280 




GAGGGTATAG 


AGGACGAAAT 


GCGCCTATCT 


TATCAACACT 


TCCGGAAACT 


2340 




GAGGAGGGGA 


CCGAGGGAGG 


TCGCCTAGAA 


GAAGAACTCC 


CTCGCCTCGC 


2400 


ah a car AG AT 


CTGAATCGCC 


GCGTCGC\GA 


AGATCTCAAT CTCGGGAATC 


TCAATGTTAG 


2460 


TATTCCT^GG 


ACTGATAAGG 


TCGGAAACTT 


TACGGGGCTT 


TATTCCTCTA 


CAGTACCTAT 


2520 


GTTTAATCCT 


GAATGGCAAA 


CTCCTTCCTT 


TCCTAAGATT 


CATTTACAAG 


AGGACATTAT . 


2580 


TAA TAGGTGT 


G AAG AATTTG 


TGGGCCC^CT 


CACTGTAAAT GAAAAGAGAA GATTGAAATT 


2640 


AATTATGGGT 


GG TAGATTGT 

vjv, x nun x x x 


ATCC^AGGCA 


CAGTAAATAT 


TTGCCCTTAG 


ACAAAGGAAT 


2700 


T AAAC C^T 1 AT 


TATCCAGATC 


AGGTAGT^AA 


TCATTACTTC 


CAAACCAGAC 


ATTATTTAC A 


2760 


^ACTC^T^GG 


AAGGC^GGTA 


TTCTATATAA 


GAGGGAAACC. ACAGGTAGCG 


CATCATTTTG 


2820 


CGGGTCACCA 


TATTCTTGGG 


AACAAGAGCT 


ACAGCATTCG 


CAAAGGCATG 


GGGACGAATC 


2880 


T^TPTr^TTPr 

X » X y— j. VJ X X W 


C AACCCTCTG 


GGATTCGTTC 


CCGATCATCA 


GTTGGACCCT 


GGATTCGGAG 


2940 


CC AACTCAAC 


AAATCCAGAT 


TGGGACTTCA 


ACCCCATCAA 


GGACCAGTGG 


CCAGCAGCCA 


3000 


ACGAGGTAGG 


AGTGGGAGCA 


TTCGGGCGAG 


GGCTCACCCC 


TCCACACGGC 


GGTATTTTGG 


3060 


GGTGGAGCCC 


TCAGGCTCAG 


GGCATATTGA 


CCACAGTGTC 


AACAATTCCT 


CCTCCTGCCT 


3120 


CCACCAATCG 


GCAGTCAGGA 


AGGCAGCCTA 


CTCCCATCTC 


TCCACCTCTA AGAGACAGTC 


3180 


ATCCTCAGGC 


CATGGAGTGG 










3200 



(2) INFORMATION FOR SSQ ID NO: 281: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 3221 base pairs 

.(B) TYPE: nucleic acid g 

(C) STRAND EDNESS : single . - 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANT I -SENSE ; NO 

(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 281: 
AATTCCACTG CCTTCCACCA AGCTCTGCAA GACCCCAGAG TCAGGGGTCT GTATTTTCCT 60 
GCTGGTGGCT CCAGTTCAGG AACAGTAAAC CCTGCTCCGA ATATTGCCTC TCACATCTCG 120 
TCAATCTCCG CGAGGACCGG GGACCCTGTG ACGAACATGG AGAACATCAC ATCAGGATTC 180 



CTAGGACCCC TGCCCGTGTT ACAGGCGGGG TTTTTCTTGT TGACAAGAAT CCTCACAATA 


240 


CCGCAGAGTC 


TAGACTCGTG 


GTGGACTTGT CTCAATTTTC 


TAGGGGGATC 


ACCCGTGTGT 


300 


CTTGGCCAAA 


ATTCGCGATC 


CCCAAGCTGC AATCACTCAC 


CAACCTCCTG 


TCCTCCAATT 


360 


TGTCCTGGTT 


ATCGCTGGAT 


GTGTCTGCGG CGTTTTATCA 


TATTCGTCTT 


CATCCTGCTG 


420 


CTATGCCTCA 


TCTTCTTATT 


GGTTCTTCTG GATTATCAAG 


GTATGTTGCC 


CGTTTGTCCT 


480 


CTAATTCTAG 


GATCAACAAC 


AACCAGTACG GGAGGATGGA AAACCTGCAC 


GACTCGTGCT 


540 


CAAGGCAACT 


CTATGTTTCC 


CTCATGTTGC TGTACAAAAC 


GTACGGATGG 


AAATTGCACC 


600 


TGTATTCCCA 


TCCCATCGTC 


TTGGGCTTTC GCAAAATACC 


TATGGGAGTG 


GGCCTCAGTC 


660 


CGTTTCTCTT 


GGCTCAGTTT 


ACTAGTGCCA TTTGTTCAGT 


GGTTCGTAGG 


GCTTTCCCGG 


720 


ACTGTTTGGC 


TTTCAGCTAT 


ATGGATGATG TGGTATTGGG 


GGGCAAGTCT 


GTACAGCATC 


780 


GTGAGTTCCT 


TTATACCGCT 


GTTACCAATT TTCTTTTGTC 


TCTGGGTATA 


CATTTAAACC- 


840 


CTAACAAAAC 


AAAAAGATGG 


GGTTATTCCC TAAACTTCAT 


GGGTTATGTA 


ATTGGAAGTT 


900 


GGGGAAC ATT 


GCCACAGGAT 


CATATTGTAC AAAAAATCAA ACAGTGTTTT AGAAAACTTC 


960 


CTGTTAACAG 


GCC TATTGAT 


TGGAAAGTAT GTCAAAGAAT 


TGTGGGTCTT 


TTGGGCTTTG 


1020 


CTGCTCCTTT 


TACACAATGT 


GGATATCCTG CCTTAATGCC 


CTTGTATGCA 


TGTATACAAG 


1080 


CTAAACAGGC 


TTTCACTTTC 


TCGCCAACTT ACAAGGCCTT 


TCTAAGTAAA 


CAGTACATGA 


1140 


ACCTTTACCG 


CGTTGCTCGG 


CAACGGCCTG GTCTGTGCCA 


AGTATTTGCT 


GATGCAACCC 


1200 


CCACTGGCTG 


GGGCTTGGCC 


ATAGGCGATC AGCGCATGCG 


CGGAACCTTT 


GTGGCTCCTC 


1260 


TGCCGATCCA TACTGCGGAA 


CTCCTAGCCG CTTGTTTTGC 


TCGCAGCCGG 


TGTGGAGCGA 


1320 


AACTCATCGG AACTGACAAT 
TACTAGGCTG TGCTGCCAAC 


TCTGTCGTCC TCTCGCGGAA ATATACCTCG TTTCCATGGC 
TGGATCCTTC GCGGGACGTC CTTTGTTTAC GTCCCGTCGG 


1380 
1440 


CGCTGAATCC 


CGCGGACGAC 


CCCTCTCGGG GCCGCTTGGG 


ACTCTCTCGT 


CCCCTTCTCC 


1500 


GTCTGCCGTT 


CCAGCCGACC 


ACGGGGCGCA CCTCTCTTTA 


CGCGGTCTCC 


CCGTGTGTGC 


1560 


CTtCTCATCT 


GCCGGTCCGT 


GTGCACTTCG CTTCACCTCT 


GCACGTTGCA 


TGGAGACCAC 


£620 


CGTGAACGCC 


CATCAGATCC 


TGCCCAAGGT CTTACATAAG 


AGGACTCTTG 


GACTCCCAGC 


1680 


AATGTCAACG ACCGACCTTG 


AGGCCTACTT CAAAGACTGT 


GTGTTTAAGG 


ACTGGGAGGA 


1740 


GCTGGGGGAG GAGATTAGGT 


TAAAGGTCTT TGTATTAGGA GGCTGTAGGC ATAAATTGGT 


1800 


CTGCGCACCA 


GCACCATGCA 


ACTTTTTCAC CTCTGCCTAA 


TCATCTCTTG 


TACATGTCCC 


1860 


ACTGTTCAAG 


CCTCCAAGCT 


GTGCGTTGGG TGGCTTTGGG 


GCATGGACAT 


TGACCCTTAT 


1920 


AAAGAATTTG 


GAGCTACTGT 


GGAGTTACTC TCGTTTTTGC 


CTTCTGACTT 


CTTTCCTTCC 


1980 


GTCAGAGATC 


TCCTAGACAC 


CGCCTCGGCT CTGTATC GGG 


AAGCCTTAGA 


GTCTCCTGAG 


2040 


CATTGCTCAC 


CTCACCATAC 


CGCACTCAGG CAAGCCATTC 


TCTGGTGGGG 


GGAATTGATG 


2100. 


ACTCTAGCTA CCTGGGTGGG 


TAATAATTTG GAAGATCGAG CATCCAGGGA TCTAGTAGTC 


2160 


AATTATGTTA ATACTAACAT GGGATTAAAG ATCAGGC AAC . TCTTGTGGTT TCATATCTCT 


2220 



TGCCTTACTT 


TTGGAAGAGA 


AACTGTACTT 


GAATATTTGG 


TCTCTTTCGG 


AGTGTGGATT 


2280 


CGCACTCCTC 


CAGCCTATAG 


ACCACCAAAT 


GCCCCTATCT 


TATCAACACT 


TCCGGAAACT 


2340 


ACTGTTGTTA 


GACGACGGGA 


CCGAGGGAGG 


TCCCCTAGAA GAAGAACTCC CTCGCCTCGC 


2400 


AGACGCAGAT 


CTCAATCGCC 


GCGTCGCAGA 


AGATCTCAAT CTCGGGAATC 


TCAATGTTAG 


2460 


TATTCCTTGG 


ACTCATAAGG 


TGGGAAACTT 


CACTGGGCTT 


TATTCCTCTA 


CAGCACCTAT 


2520 


CTTTAATCCT 


GAATGGCAAA 


CTCCTTCCTT 


TCCTAAAATT 


CATTTACAAG 


AGGACATTAT 


2580 


TAATAGGTGT 


CAACAATTTG 


TGGGCCCTCT 


CACTGTAAAT 


GAAAAGAGAA 


GATTGAAATT 


2640 


AATTATGCCT 


GCTAGATTCT 


ATCCTACCCA 


CACTAAATAT 


TTGCCCTTAG 


ACAAAGGAAT 


2700 


TAAACCTTAT 


TATCCAGATC 


AGGTAGTTAA 


TCATTACTTC 


CAAACCAGAC 


ATTATTTACA 


2760 


TACTCTTTGG 


AAGGCGGGTA 


TTCTATATAA 


GAGAGAAACC 


ACACGTAGCG 


CATCATTTTG 


2820 


CGGGTCACCA 


TATTCTTGGG 


AACAAGAGCT 


ACAGCATGGG AGGTTGGTCA TCAAAACCTC 


2880 


GCAAAGGCAT 


GGGGACGAAT 


GTTTCTGTTC 


CCAACCCTCT 


GGGATTCTTT 


CCCGATCATC 


2940 


AGTTGGACCC 


TGTATTCGGA 


GCCAACTCAA 


ACAATCGAGA 


TTGGGAGTTC 


AACGGCATCA 


3000 


AGGACCACTG 


GCCAGCAGCC 


AACCAGGTAG 


GAGTGGGAGC 


ATTCGGGCCA 


GGGTTGACCC 


3060 


CTCCACACGG 


CGGTGTTTTG 


GGGTGGAGCC 


CTCAGGCTCA 


GGGCATGTTG 


ACCCCAGTGT 


3120 


CAACAATTCC 


TCCTCCTGCC 


TCCGCCAATC 


GGGAGTCAGG 


AAGGCAGCCT 


ACTCCCATCT 


3180 


CTCCACCTCT 


AAGAGACAGT 


CATCCTCAGG 


CCATGCAGTG 


G 




3221 



(2) INFORMATION FOR SEQ ID NO: 282: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 3 221 base pairs 

( B ) TYPE: nucleic acid 
■(C) STRAND EDNESS : single 
(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 

(iii) HYPOTHETICAL: NO _» , 

(iv) ANTI-SENSE: NO 

(Xi) SEQUENCE DESCRIPTION:. SEQ ID NO: 282: 

AATTCCACTG CCTTCCACCA AGCTCTGCAG GATCCCAGAG TCAGGGGTCT GTATCTTCCT 60 

GCTGGTGGCT CCAGTTCAGG AACAGTAAAC CCTGCTCCGA ATATTGCCTC TCACATCTCG " 120 

TCAATCTCCG CGAGGACTGG GGACCCTGTG ACGAACATGG AGAACATCAC ATCAGGATTC 180 

CTAGGACCCC TGCTCGTGTT ACAGGCGGGG TTTTCCTTGT TGACAAGAAT CCTCACAATA 240 

CCGCAGAGTC TAGACTCGTG GTGGACTTCT CTCAATTTTC TAGGGGGGTC ACCCGTGTGC 300 

CTTGGCCAAA ATTCGCAGTC CCCAACCTCC AATCACTCAC CAACCTCCTG TCCTCCAATT 360 



TGTCCTGGTT 


ATCGCTGGAT 


GTGTCTGCGG 


CGTTTTATCA 


TATTCCTCTT 


CATCCTGCTG 


420 


CTATGCCTCA 


TCTTCTTATT 


GGTTGTTCTG 


GATTATCAAG 


GTATGTTGCC 


CGTTTGTCCT 


480 


ATAATTCCAG 


GATCAACAAC 


AACCAGTACG 


GGACCATGCA 


AAACCTGCAC 


GACTCCTGCT 


t 540 


CAAGGCAACT 


CTTTGTTTCC 


CTCATGTTGC 


TGTACAAAAC 


CTACGGATGG 


AAATTGCACC 


600 


TGTATTCCCA 


TCCCATCGTC 


CTGGGCTTTC 


GCAAAATACG 


TATGGGAGCG 


GGCCTCAGTC 


660 


CGTTfCTCTT 


GGCTCAGTTT 


ACTAGTGCCA 


TTTGTTCAGT 


GGTTCGTAGG 


GCTTTCCCCC 


720 


ACTGTTTGGC 


TTTTAGCTAT 


ATGGATGATG 


TGGTATTGGG 


GGCCAAGTCT 


GTACAGCATC 


780 


GTGAGGCCCT 


TTATACCGCT 


GTTACCAATT 


TTCTTTTGTC 


TCTGGGTATA 


CATTTAAAGC 


840 


CTAACAAAAC 


AAAAAGATGG 


GGTTATTCCC 


TAAACTTCAT 


GGGTTACAGA 


ATTGGAAGTT 


900 


GGGGAACATT 


GCCACAGGAT 


CACATTGTAC 


AAAAGATCAA 


ACACTGTTTT 


AGAAAACTTC 


960 


CTGTTAACAG 


GCCTATTGAT 


TGGAAGGTAT 


GTCAAAGAAT 


TGTGGGTCTT 


TTGGGCTTTG 


1020 


CTGCTCCTTT 
GTAAACAGGC 


TACACAATGT 
TTTCTCTTTC 


GGATATCCTG 
TCGCCAACTT 


CCTTAATGCC 
ACAAGGCCTT 


TTTGTATGCA 
TCTAAGTAAA 


TGTATACAAG 
CAGTAGCTGA 


1080 
1140 


ACCTTTACCC 


CGTTGCTCGG 


CAACGGCCTG 


GTCTGTGCCA 


AGTGTTTGCT 


GACGCAACCC 


1200 


CCACTGGCTG 


GGGCTTAGCC 


ATAGGCCATG 


AGCGCATGCG 


TGGAACCTTT 


GTGGCTCGTC 


1260 


TGCCGATCCA 


TACTGCGGAA 


CTCCTAGCCG 


CTTGTTTTGC 


TCGCAGCCGG 


TCTGGAGCAA 


1320 


AGCTCATCGG 


AACTGACAAT 


TGTGTGGTCC 


TCTCGCGGAA 


ATATACATCG 


TTTCCATGGC 


1380 


TGCTAGGCTG 


TGGTGCCAAC 


TGGATCCTTC 


GCGGGACGTC 


CTTTGTTTAC 


GTCCCGTCGG 


1440 


CGCTGAATCC 


CGGGGACGAC 


CCCTCTCGGG 


GCCGCTTGGG 


ACTCTATCGT 


CCCCTTCTCC • 


1500 


GTCTGCCGTT 


CCAGCCGACC 


ACGGGGCGCA 


CCTCTCTTTA 


CGCGGTCTCC 


CCGTCTGTGC 


1560 


CTTCTCATCT 


GCCGGTCCGT 


GTGCACTTCG 


CTTCACCTCT 


GCACGTTGCA 


TGGAGACCAC 


1620 


CGTGAACGCC 


CATCAGAGCC 


TGCCCAAGGT 


CTTACATAAG 


AGAACTCTTG 


GACTCCCAGC 


1680 


AATGTCAACG 


ACCGACCTTG 


AGGCCTACTT 


CAAAGACTGT 


GTGTTTAAGG 


ACTGGGAGGA 


1740 


GCTGGGGGAG 


GAGATTAGGT 


- TAATGATCTT 


TGTATTAGGA 


GGCTGTAGGC 


ATAAATTGGT 


18 p0 


CTGCGCACCA 


GC AC CATGC A 


ACTTTTTGAC 


CTCTGCCTAA 


TCATCTCTTG 


TTCATGTCTC 


1860 


ACTGTTCAAG 


CCTCCAAGCT 


GTGCCTTGGG 


TGGCTTTGAG 


GCATGGACAT 


TGACCCTTAT 


1920 


AAAGAATTTG 


GAGCTAGTGT 


GGAGTTACTC 


TCGTTTTTGC 


CTCATGACTT 


CTTTCCTTCC 


1980 


GTGAGAGATC 


TCCTAGACAC 


CGCCTCAGCT 


CTGTATCGAG 


AAGCCTTAGA 


GTCTCCTGAG 


2040 


CATTGCTCAC 


CTCACCATAC 


TGCACTCAGG 


CAAGCCGTTC 


TCTGCTGGGG 


GGAATTAATG 


2100 


ACTCTAGCTA 


CCTGGGTGGG 


TAATAATTTG 


CAAGATCCAG 


CATCCAGGGA 


TCAAGTAGTC. 


2160 


AATTATGTTA 


ATACTAACAT 


GGGTTTAAAG 


ATCAGGCAAG 


TATTGTGGTT 


TGATATATCT 


2220 


TGTCTTATGT 


TTGGAAGAGA 


CACTGTACTT 


GAATATTTGG 


TCTCTTTCGG 


AGTGTGGATT 


2280 


CGCACTGCTC 


CAGCCTATAG 


ACCACCAAAT 


GGCCCTATCT 


TATCAACACT 


TCCGGAAACT 


2340 


ACTGTTGTTA 


GATGTCGGGA 


CCGACGCAGG 


TGCCCTAGAA. 


GAAGAACTCC 


CTCGCCTCGC 


2400 



AGACGCAGAT 


CTCAATCGCC 


GCGTCGCAGA 


AGATCTCAAT CTCGGGAATC TCAATGTTAG 


2460 


TATTCCTTGG 

X C\ X J. V- v— X X VJ'J 


ACTGATAAGG 


TGGGAAACTT 


TACTGGGCTT TATTCCTCTA CAGTACGTAT 


2520 


\w j. 1 . J. V» W -«. 


GAATGGC AAA 




TCCTAAGAT^ CATTTACAAG AGGACATTAT 


2580 

X. ~J O L/ 




CAAC AATTTG 


IUUU^.^U X^ X 


TACTGTAAAT GAAAAGAGAA GATTGAAATT 




AATTATGCCT 


GC TAGATTGT 


ATCCTACCCA 


CACAAAATAT TTGCCCTTAG ACAAAGGAAT 




TAAACCTTAT 


TATGGAGATC 


AGGTAGTTAA 


TGATTACTTC CAAAGCAGAC ACTATTTACA 

X \^ * X X X x x 'wi ■** V>y s^^A\j4iw *X\^ X a* XXX /av^ ±\ 


2760 


TACTCTTTGG 


AAGGCTGGTA 


TTCTATATAA 


GAGGGAACCC ACACGTAGCG CATCATTTTC 


2820 


CCGGTCACCA 


TATTCTTGGG 


AACAAGAGCT 


ACAGCATGGG AGGTGGGACA TCAAAACCTC 


2830 


GCAAAGGCAT 


GGGGACGAAT 


CTTTCTGTTC 

w . X X X X \J X X V» 


CCAACCCTCT GGGATTCTTT CCCGATCATC 


2940 


AGTTGGAC^C 


TGCATTCGGA 


GGGAAC'T'CAA 


^CAA^CCAGA T^GGGACTTC AACCCCATCA 


3000 


AGGACCACTG 


GCCAGCAGCC 


AACCAGGTGG 


GAGTGGGAGC ATTCGGGCCA GGGCTCACCC 


3060 


CTCCACACGG 


GGGTATTTTG 


GGGTGGAGCC 


CTCAGGCTGA AGGCATATTG ACCACAGTGT 


3120 


CAACAATTCC 


TCGTCCTGCC 


TCCACCAATC 


GGCAGTCAGG AAGGGAGCCT ACTGCCATCT 


3180 


CTCCACCTCT 


GAGAGAAAGT 


CATCCTCAGG 


CCATGCAGTG G : . 


3221 



(2) INFORMATION FOR SEQ ID NO: 233: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH : 3 221 base pairs 
(3) TYPE: nucleic acid 

(C) STRAND EDNESS : single 

(D) TOPOLOGY: linear 

<ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE: NO 

(xi) SEQUENCE DESCRIPTION; SEQ ID NO: 283: J 

AATTCCACAG CTTTCCACCA AGCTCTGCAA GATCCCAGAG TCAGGGGCCT GTATTTTCCT 60 

GCTGGTGGCT CCAGTTCAGG AACACTCAAC CCTGTTCCAA CTATTGCCTC TCACATCTCG 120 

TCAATCTCCT CGAGGATTGG GGACCCTGCA CCGAACATGG AGAACATCAC ATCAGGATTC 180 

CTAGGACCCC TGCTCGTGTT ACAGGCGGGG TTTTTCTTGT TGACAAGAAT CCTCACAATA 240 

CCGCAGAGTC TAGACTCGTG GTGGACTTCT CTCAATTTTC TAGGGGGAGC ACCCGTGTGT 300 

CTTGGCCAAA ATTCGCAGTC CCCAACCTCC AATCACTCAC CAACCTCCTG TCCTCCAATT 360- 

TGTCCTGGTT ATCGCTGGAT GTGTCTGCGG CGTTTTATCA TATTCCTCTT CATCCTGCTG 420 
CTATGCCTCA TCTTCTTATT GGTTCTTCTG GATTATCAAG GTATGTTGCC CGTTTGTCCT • 480 

CTAATTCCAG GATCAACAAC AACCAGCACG GGACCCTGCA AAACCTGCAC GACTCCTGCT 540 



CAAGGCAACT 


CTATGTTTCC 


CTCATGTTGC 


TGTACAAAAC 


CTACGGATGG 


AAATTGCACC 


600 


TGTATTCCCA 


TCCCATCATC 


TTGGGCTTTC 


GCAAAATACC 


TATGGGAGTG 


GGCCTCAGTC 


660 


CGTTTCTCTT 


GGGTCAGTTT 


ACTAGTGCCA 


TTTGTTCAGT 


GGTTCGTAGG 


GCTTTCCCCC 


720 


ACTGTTTGGC 
TTGAGTCCCT 


TTTCAGCTAT 
TTATACCGGT 


ATGGATGATG 
GTTACCAATT 


TGGTACTGGG 
TTCTTTTGTG 


GGCCAAGTCT 
TTTGGGTATA 


GTACAACATC 
CATTTAAACC 


780 
840 


CTAACAAAAC 


AAAGAGATGG 


GGTTATTCCC 


TGAATTTCAT 


GGGTTATGTA 


ATTGGAAGTT 


900 


GGGGTACATT 


GCCACAGGAT 


GATATTGTAC 


AAAAAATCAA 


ACACTGTTTT 


AGAAAAG TTC 


960 


CTGTTAATCG 


ACCTATTGAT 


TGGAAAGTAT 


GTCAGAGACT 


TGTAGGTCTT 


TTAGGCTTTG 


1020 


CCGCTCCATT 


TACACAATGT 


GGTTACCCTG 


CATTAATGCC 


TTTGTATGCA 


TGTATACAAG 


1080 


CGAAACAGGC 


TTTTACTTTC 


TCGCCAACTT 


ACAAGGCCTT 


TCTAAGTAAA 


CAGTATATGA 


1140 


ACCTTTACCC 


CGTTGCCCGG 


CAACGGCCTG 


GTCTGTGCCA 


AGTGTTTGCT 


GACGCAACCC 


1200 


CCACTGGCTG 


GGGCTTGGCC 


ATCGGCCATC- 


AGCGCATGCG 


TGAAACCTTT 


GTGGCTCCTC 


1260 


TGCCGATCCA 


TACTGCAGAA 


CTCCTAGCCG 


CTTGTTTTGG 


TGGCAGCCGG 


TCTGGAGCAA 


1320 


AACTCATCGG 


GAGTGACAAT 


TCTGTCGTCC 


TTTCTCAGAA 


ATATACATCG 


TTTCCATAGC 


1380 


TGCTAGGTTG 


TACTGGGAAG 


TAGATTCTTC 


GCGGGACGTC 


CTTTGTGTAC. 


GTCCCGTCGG 


1440 


CGCTGAATCC 


CGCGGACGAC 


CCCTCGCGAG 


GCCGCTTGGG 


ACTGTATCGT 


CCCCTTCTGC 


1500 


GTCTGCCGTA 


CCGTCCGACC. 


ACGGGGCGCA 


CGTCTCTTTA 


CGGGGTCTCC 


CCGTGTGTGC 


1560 


CTTCTCATCT 


GCCGGTCCGT 


GTGCACTTCG 


CTTCACCTCT 


GCACGTTGCA 


TGGAGACCAC 


1620 


CGTGAAGGCC 


CATCAGGTCC 


TGCGCAAGGT 


CTTACATAAG 


AGGACTGTTG 


GACTCTCAGC 


1630 


AATGTCAACG 


ACCGACCTTG 


AGGCCTACTT 


CAAAGACTGT 


GTGTTTAAAG 


ACTGGGAGGA 


1740 


GTTGGGGGAG 


GAGATTAGGT 


TAAAGGTCTT 


TGTATTAGGA 


GGCTGTAGGC 


ATAAATTGGT 


1800 


CTGCGCACCA. 


TTATCATGCA 


ACTTTTTCAC 


CTCTGCCTAA 


TCATCTCTTG 


TACATGTCCC 


1860 


ACTTTTCAAG 


CCTCCAAGCT 


GTGCCTTGGA 


TGGCTTTGGG 


GCATGGACAT 


TGACCCTTAT 


1920 


AAAGAATTTG 


AGCTACTGTG 


GAGTTAGTCT 


GATTTTTGCG 


TTCTGACTTC 


TTTCCTTCCG 


• ^9.80 


TCCGGGATCT 


AG TAG AATAC 


AGCGTCAGCT 


CTATATCGGG 


AAGCCTTAGA 


GTCTCCTGAG 


2040 


CATTGGTCAC 


CTGAGCATAC 


AGGACTCAGG 


CAAGCGATTC 


TCTGCTGGGG 


GAAATTAATG 


2100 


ACTCTAGCTA 


CCTGGGTGGG 


TAATAATTTG 


GAAGATCCAG 


CATCCAGGGA 


TCTAGTAGTC 


2160 


AATTATGTTA 


ATACTAACAT 


GGGCCTAAAG 


ATCAGGGAAT 


TATTGTGGTT 


TCATATTTCT 


2220 


TGCCTTACTT 


TTGGAAGAGA 


AACTGTCCTT 


GAGTATTTGG 


TCTCTTTCGG 


AGTGTGGATT 


2280 


GGCACTCCTG 


CAGCCTATAG 


ACCACCAAAT 


GCCCCTATCT 


TATCAACACT 


TCCGGAAACT 


2340 


ACTGTTGTTA 


GACGACGAGA 


CCGAGGCAGG 


TCCGCTAGAA 


GAAGAACTGC 


CTCGCCTCGG ■ 


2400 


AGACGCAGAT 


CTCAATCGCC 


GCGTCGCAGA 


AGATCTCAAT - 


CTCGGGAATC 


TCAATGTTAG 


2460 


TATTCCTTGG 


ACTCATAAGG 


TGGGAAATTT 


TACTGGGCTT 


TATTCTTCTA 


CTGTCCCTAT 


2520 


CTTTAATGCT 


GAATGGCAAA 


CACCTTCTTT 


TCCTAAAATT 


CATTTACATG 


AAGAC ATTGC 


2580 



T A A T A P.PTP T 
1 Art i AVjvj x \j i 


p a pp a a ttt^ 

UAlai-AAi 1 xvjr 


TarrrrTTTT 1 

XAvjVjCU^ IK, l 


PAPTGTAAAT HAAAAAAHAA PAPTP.AAATT 
i ui -rt-rt-rt. x vjAAArt^AVjAri vxrt.v, j. unnA x x 




n afT^aTPPPT 1 

AAi lAxvjVwU 1 


ppt* a pp ,r rT ,p P r r 


ATVPTa irar 

Axv_L. lnALAu 


PAPAAAATAT TTPPPPTTAP. APAAAPPPAT 


a / UU 


miiMa /-"Tim a rn 

lAAAAL. I iAi 


lAiLLi. vjA x \_ 


AivjiAvjl iAA 


tpattapttt paaappppap iTTaTTfara 


z / ou 


IAL XL 1 1 xljlj 


AACjtaC i CjO<aA 


T ,r PP r pa r paT i a a 
1 ICiAlAl AA 


papppaaapf aPappfaPPP pptp aTTTTp 

IjAokjijrAAAV^ 1 ALALyl Akjt^^jr xV-»Ax 1 X XVj 


o q o n 

Zo 2. U 


HjVjVj 1 LAUL.A 


1 Ai IL i. xvjvjVj 


a ar a ap arr ,r P 

AAl-AAJjAtjC 1 


ap aTPaTPPP appttpptpa TPaaaappTp 


0 Q q n 


ppa a arrr*aT 

laC AAAIjIjC A i 




r yT T* r P r v(~"T'-n r r r PC 

t 1 1 I L. i vj 1 J, 


PPAAPPPTPT PPP A TTPTTT PPPPATPaTP 


9 Qzin 


a i^tt^ a pp p 


i Ij^Ai I v_<j<jA 


rpr a aTTP a a 


APAATPPAPA TTPPPAPTTP AAPPPPATPA 


t nnn 

JUUU 


AGGACCACTG 


GCCACAAGCC 


AACCAGGTAG 


GAGTGGGAGC ATTTGGGCCA GGGTTCACTC 


30.60 


CCCCACACGG 


AGGTGTTTTG 


GGGTGGAGGC 


CTCAGGCTCA GGGCATATTG GCCACCGTGC 


3120 


CAGCGATGCC 


TCCTCCTGCC 


TCCACCAATC 


GGCAGTCAGG AAGGCAGCCT ACTCCCATCT 


3180 


CTCCACCTCT 


AAGAGACAGT 


CATCCTCAGG 


CCATGCAGTG G 


3221 



(2} INFORMATION FOR- SEQ ID NO: 234: 

(i) SEQUENCE CHARACTERISTICS: - 

(A) LENGTH: 3215 base pairs 

(B) TYPE: nucleic acid 

(C) STRAND EDNES3 : single 
•(D) TOPOLOGY: linear 

tii) MOLECULE TYPE: DNA (genomic) 

(iii) HYPOTHETICAL: NO 

(iv) ANTI-SENSE": NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 284: 



AACTCCACCA 


CGTTCCACCA 


AACTCTTCAA 


GATCCCAGAG 


TCAGGGCTCT GTACTTTCCT 


60 


GCTGGTGGCT 


CCAGTTCAGG 


AACAGTAAAC 


CCTGTTCAGA 


ACACTGCCTC TTCCATATCG 


120 


TCAATCTTAT 


CGACGACTGG 


GGACCCTGTG 


CCGAACATGG 


AGAACATCGC ATCAGGACTC 


J f80 


CTAGGACCCC 


TGCTCGTGTT 


ACAGGCGGGG 


TTTTTCTCGT 


TGAGAAAAAT CCTCACAATA 


' 240 


CCTCTGAGTC 


TAGACTCGTG 


GTGGACTTCT 


CTCAATTTTC 


TAGGGGAAAC ACCCGTGTGT 


300 


CTTGGCCAAA 


ATTCGCAGTC CCAAATCTCC 


AGTCACTCAC 


CAACTTGTTG TCCTCCGATT 


360 


TGTCCTGGTT 


ATCGCTGGAT 


GTGTCTGCGG 


CGTTTTATCA 


TCTTCCTCTG CATCCTGCTG 


420 


CTATGCCTCA 
CTAATTCCAG 


TCTTCTTGTT 
GATCATCAAC 


GGTTCTTCTG 
CACCAGCACA 


GACTATCAAG 
GGACCATGCA 


GTATGTTGCC CGTTTGTCCT 
AAACCTGCAC GACTCCTGCT 


480 
540 


CAAGGAACCT 


CTATGTTTCC 


CTCATGTTGC 


TGTACAAAAC 


CTACGGACGG AAACTGCACC 


600 


TGTATTCCCA 


TCCCATCATC 


TTGGGCTTTC 


GCAAAATACC 


TATGGGAGTG GGCCTCAGTC 


660 


CGTTTCTCTT 


GGCTCAGTTT ACTAGTGCCA 


TTTGTTCAGT 


GGTTCGTAGG GCTTTCCCCC 


720 


ACTGTCTGGC 


TTTCAGTTAT ATGGATGATG 


TGGTTTTGGG 


GGCCAAGTCT GTACAACATC 


780 



TTGAGTCCCT 


TTATGCCGCT 


GTTACCAATT 


TTCTTTTGTC 


TTTGGGTATA 


CATTTAAACG 


840 


CTCAGAAAAC 


AAAAAGATGG 


GGCTACTCCC 


TTAACTTCAT 


GGGGTATGTA ATTGGAAGTT 


900 


GGGGGACCTT 


ACCCCAAGAA 


GATATTGTGT 


TGAAAATCAA 


ACAATGTTTT 


AGGAAACTTC 


960 


CTGTAAAGAG 


GCCTATTGAT 


TGGAAAGTAT GTCAACGAAT 


TGTGGGTCTT 


TTGGGATTTG 


1020 


GTGCTCCTTT 


CACACAATGT 


GGATATCCTG 


CTTTAATGCC 


TTTATATGCA 


TGTATACAAG 


1080 


CTAAACAGGC 


TTTTACTTTT 


TCGCCAACGT 


ATAAGGGCTT 


TCTAAACAAA 


CAATATCTGA 


1140 


ACCTTTACCC 


CGTTGCTCGG 


CAACGGCCAG 


GTCTGTGCCA 


AGTGTTTGCT 


GACGCAACCC 


1200 


CCACTGGCTG 


GGGCTTGGCC 


ATAGGCCATC 


AGCGGATGCG 


TGGGACGTTT 


GTGTCTCCTG 


. 1250 


TGCCGATCCA 


TACTGTGGAA 


CTCCTAGCAG CTTGTTTTGC 


TCGCAGCAGG 


TCTGGAGCAA 


1320 


AACTTATCGG 


GACTGACAAT 


TCTGTCGTCC 


TTTCCCGCAA 


ATATACATCG TTTCCATGGC 


1380 


TGCTAGGCTG 


TGCTGCCAAC 


TGGATCCTGC 


GCGGGACGTC 


CTTTGTCTAC 


GTCCCGTCGG 


1440 


CGCTGAATGG 


CGCGGACGAC 


CCCTCCCGGG 


GGCGCTTGGG 


GCTCTACCGC 


GCGCTTCTCC 


1500 


GCCTGCCGTA 


CCGTGCGACC 


ACGGGGCGCA 


CCTCTCTTTA 


CGCGGACTCC 


CCGTCTGTGC 


1560 


CTTCTCATCT 


GCCGGACCGT. 


GTGCACTTCG 


CTTCACCTCT 


GCACGTCGCA 


TGGAGACCAC 


1620 


CGTGAACGCC 


CATCGGAAGG 


TGCCCAAGGT 


CTTGGATAAG 


AGGACTCTTG 


GACTTTGAGC 


1680 


AATGTCAACG 


ACCGACCTTG 


AGGCACACTT 


CAAAGACTGT. 


GTGTTTACTG 


AGTGGGAGGA 


1740 


GTTGGGGGAG 


GAGATCAGGT 


TAAAGGTCTT 


TGTAGTAGGA 


GGCTGTAGGC 


ATAAATTGGT 


1800 


■CTGTTCACCA 


GCACCATGCA 


ACTTTTTCAC 


CTCTGCCTAA 


TCATCTCATG 


TTCATGTCCT 


1360 


ACTGTTCAAG 


CCTCGAAGCT 


GTGGCTTGGG. 


TGGGTTTGGG 


GCATGGACAT 


TGACCCGTAT 


. 1920 


AAAGAATTTG 


GAGCTTCTGT 


GGAGTTACTC 


TCTTTTTTGC 


CTTCTGACTT 


CTTTCCTTCT 


1980 


ATTCGAGATC 


TTGTCGACAC 


CGCGTCTGCT 


CTGTATC GGG 


AGGGGTTAGA GTCTCCGGAA 


2040 


CATTGTTCAG 


CTCACGATAC 


GGCACTGAGG 


GAAGCTATTC 


TGTGTTGGGG 


TGAGTTGATG 


2100 


AATCTAGCCA 


GCTGGGTGGG 


AAGTAATTTG 


GAAGACCCAG 


CCTCCCGGGA 


ATTAGTAGTC 


2160 


AGTTATGTCA 


ATGTTAATAT 


GGGGCTAAAA 


ATCAGAC AAC 


TATTGTGGTT 


TGACATTTCC 


2220 


TGTCTTACGT 


TTGGAAGAGA 


AACTGTTCTT 


GAATATTTGG 


TGTCTTTTGG 


AGTGTGGATT 


2280 


CGCACACCTC 


CAGCATATAG 


ACCACCAAAT 


GCCCCTATCT 


TATCAACACT 


TCCGGAAACT 


2340 


ACTGTTGTTA 


GACGACGAGG 

r 


CAGGTCCCCT 


AGAAGAAGAA 


CTCCCTCGCC 


TCGCAGACGA 


2400 


AGGTCTCAAT 


CGCCGGGTCG 


CAGAAGATCT 


GAATCTCGGG 


AATCTGAATG 


TTAGTATTCC 


2460 


TTGGACTCAT 


AAGGTGGGAA 


ACTTTACGGG 


GCTTTATTCT ' 


TCTACGGTAC 


CTAGCTTTAA 


2520 


TCGTCAATGG 


CAAAC T CCTT 


CATTTCCTGA CATTCATTTG 


CAGGAGGACA TCATTAATAA 


2580 


GTGTAAACAA 


TTTGTGGGAC 


CCCTTACAGT 


GAATGAAAAA 


AGGAGACTAA 


AATTGATTAT 


2640 


GCCTGCTAGG 


TTCTATCCCA 


ATGTTACTAA 


ATATTTGCCC 


TTAGATAAAG 


GAATTAAACC 


2700 


TTATTATCCA 


GAGCATGTAG 


TTAATCATTA CTTCCAGACG 


AGACATT ATT 


TACATACTCT 


2760 



TTGGAAGGCG GGTATCTTAT ATAAAAGAGA GACAACACGT AGCGCCTCAT TTTGC GGGTC 2820 

ACCATATTCT TGGGAACAAG AGCTACAGCA TGGGAGGTTG GTCCTCCAAA CCTCGACAAG 2880 

GCATGGGGAC AAATCTTTCC GTCCCCAATC CTCTGGGATT CTTTCCCGAT CACCAGTTGG 2940 

ACCCTGCATT CAAAGCCAAC TCCGACAATC CCGATTGGGA CCTCAACCCA CAGAAGGACA 3000 

ACTGGCCGGA CTCCAACAAG GTGGGAGTGG GAGCATTCGG GCCGGGATTC ACTCCACCCC 3060 

ATGGGGGACT GTTGGGGTGG AGCCCTCAAG CTCAGGGCAT ACTCACAACT GTGCCAACAG 3120 

CTCCTCCTCC TGCCTCCACC AATCGGCAGT TAGGAAGGAA GGCTACTCCC CTGTCTCCAC 3180 

CTCTAAGAGA GACTCATCCT CAGGCAATGC . AGTGG 3215 
(2) INFORMATION FOR SEQ ID NO: 285: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH; 3215 base pairs 

(B) TYPE: nucleic acid 

(C) STRAND EDNESS : single 

(D) TOPOLOGY: linear 

{ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI -SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NOr 285: 



AACTCCACCA 


CGTTCCACCA 


AACTCTTCAA 


GATCCCAGAG 


TCAGGGCTCT 


GTACTTTCCT 


60 


GCTGGTGGCT 


CCAGTTCAGG 


AACAGTAAAC 


CCTGTTCAGA 


ACACTGTCTC 


TTCCATATCG 


120 


TCAATCTTAT 
CTAGGACCCC 


CGAAGACTGG ■ 
TGCTCGTGTT 


GGACCCTGTG 
ACAGGCGGGG 


CCGAACATGG 
TTTTTCTTGT 


AGAACATCGC 
TGACAAAAAT 


ATCAGGACTC 
CCTCACAATA 


180 
. 240 


CCACAGAGTC 


TAGACTCGTG 


GTGGACTTCT 


CTCAATTTTC 


TAGGGGGAAC 


ACCCGTGTGT 


300 


CTTGGCCAAA 


ATTCGCAGTC 


CCAAATCTCC 


AGTCACTCAC 


CAACTTGTTG 


TCCTCCGATT 


s 360 


TGTCCTGGTT 


ATCGCTGGAT 


GTGTCTGCGG 


CGTTTTATCA 


TCTTCCTCTG 


CATCCTGCTG 


420 


CTATGCCTCA 


TCTTCTTGTT 


GGTTCTTCTG 


GACTATCAAG 


GTATGTTGCC 


CGTTTGTCCT 


480 


CTAATTCCAG 


GATCATCAAC 


CACCAGCACC. 


GGACCATGCA 


AAACCTGCAC 


GACTCCTGCT 


540 


CAAGGAACCT 


CTATGTTTCC 


CTCATGTTGC 


TGTACAAAAC 


CTACGGACGG 


AAACTGCACC 


600 


TGTATTCCCA 


TCCCATCATC 


TTGGGCTTTC 


GCAAAATACC 


TATGGGAGTG 


GGCCTCAGTC 


660 


CGTTTCTCTT 


GGCTCAGTTT 


ACTAGTGCCA 


TT.TGTTCAGT 


GGTTCGTAGG 


GCTTTCCCCC 


720 


ACTGTCTGGC 


TTTCAGTTAT 


ATGGATGATG 


TGGTTTTGGG 


GGCCAAGTCT 


GTAC AACATC ■ 


780 


TTGAGTCCCT 


TTATGCCGCT 


GTTACCAATT 


TTCTTTTGTC 


TTTGGGTATA 


CATTTAAACC 


840 


CTCAGAAAAC 


AAAAAGATGG 


GGCTACTCCC 


TCAACTTCAT 


GGGGTATGTA 


ATTGGAAGTT 


900 


GGGGCACCTT 


ACCCCAAGAA 


CATATTGTGT 


TGAAACTCAA 


ACAATGCTTT 


AGAAAACTTC 


960 



CTGTAAACAG 


ACCTATTGAT 


TGGAAGGTGT 


GTCAACGAAT 


TGTGGGTCTT 


TTGGGATTTG ' 


; 1020 


CTGCTCCTTT 


CACACAATGT 


GGTTATCCTG 


GTTTAATGCC 


TTTATATGCA 


TGTATACAAG 


1080 


CTAAACAGGG 


TTTTACTTTT 


TCGCCAACGT 


ATAAGGGCTT 


TCTAACCAAA 


CAATATCTGA 


1140 


ACCTTTACCC 


CGTTGCTCGG 


CAACGGCCAG 


GTCTGTGCCA 


AGTGTTTGCT 


GACGCAACCC 


1200 


CCACTGGCTG 


GGGCTTGGCC 


ATAGGCCATC 


AGCGCATGCG 


TGGAACCTTT 


GTGTCTGGTC 


1260 


TGCCGATCCA 


TACTGCGGAA 


CTCCTAGCCG 


CTTGTTTTGC 


-TCGCAGCAGG 


TCTGGAGCAA 


1320 


AACTTATCGG 


GAGTGACAAT 


TCTGTTGTCC 


TTTCCCGCAA 


ATATACATCG 


TTTCCATGGC 


1380 


TGCTAGGCTG 


TGCTGCCAAC 


TGGATCCTGC 


GCGGGACGTC 


CTTTGTCTAC 


GTTCCGTCGG 


1440 


CGCTGAATCC 


CGCGGACGAC 


CCCTCCCGGG 


GCCGCTTGGG 


GCTCTACCGC 


CGGCTTCTGC 


1500 


GTCTGCCGTA 


CCGACCGACC 


ACGGGGCGCA 


CCTCTCTTTA 


CGCGGACTCG 


CCGTCTGTGC 


1560 


CTTCTCGTGT 


GCCGGACCGT 


GTGCACTTCG 


CTTCACCTCT 


GCACGTCGGA 


TGGAGACCAC 


1620 


CGTGAACGCC 


CATCGGAACC 


TGCCCAAGGT 


CTTGCATAAG 


AGGACTCTTG 


GACTTTGAGC " 


1680 


AATGTCACCG 


ACCGACCTTG 


AGGCATACTT 


CAAAGACTGT 


GTGTTTAGTG 


AGTGGGAGGA 


1740 


GTTGGGGGAG 


GAGATCAGGT 


TAAAGGTCTT 


TGTACTAGGA 


GGCTGTAGGC 


ATAAATTGGT 

V. 


1800 


CTGTTCACCA 


GCACCATGCA 


ACTTTTTCAC 


CTCTGCCTAA 


TCATCTCATG 


TTCATGTCCT 


1860 


ACTGTTCAAG 


CCTCCAAGCT 


GTGCCTTGGG 


TGGCTTTGGG 


GCATGGACAT 


TGACCCGTAT 


1920 


AAAGAATTTG 


GAGCTTCTGT 


GGAGTTAGTC 


TCTTTTTTGC 


CTTCTGACTT 


CTTTCCTTCT 


1980 


ATTCGAGATC 


TTCTCGACAC 


CGCCTCTGCT 


CTGTATCGGG 


AGGCCTTAGA 


GTCTCCGGAA 


2040 


CATTGTTCAC 


■CTCACCATAC 


GGCACTCAGG 


CAAGCTATTT 


TGTGTTGGGG 


TGAGTTGATG 


2100 


AATCTAGCCA 


CCTGGGT.GGG 


AAGTAATTTG 


"GAAGACCCAG 


- CATCCCGGGA 


ATTAGTAGTG 


2160 


AGTTATGTCA 


ATGTTAATAT 


GGGCCTAAAA 


ATCAGACAAC 


.TATTGTGGTT 


TCACATtTCC . 


2220 


TGTCTTACTT 


TTGG AAGAGA , 


AACTGTTCTT 


GAATATTTGG 


TGTCTTTTGG 


AGTGTGGATT 


2280 


CGCACACCTC 


CTGCATATAG 


ACCACCAAAT 


GCCCCTATCT 


TATCAACACT 


TCCGGAAACT 


£3.40 


ACTGTTGTTA 


GACGACGAGG" 


CAGGTCCCCt 


AGAAGAAGAA 


CTCCCTCACC 


TCGCAGACGA 


.2400 


AGGTCTCAAT 


CGCCCGGTCG 


CAGAAGATCT 


CAATCTCGGG 


AATCTCAATG 


TTAGTATGCC 


2460 


TTGGACTCAT 


AAGGTGGGAA 


ACTTTACGGG 


GCTTTATTCT 


TCTACGGTAC 


CTAGCTTTAA 


2520 


TCCTAAATGG 


CAAACTCCTT 


CCTTTCCTGA 


CATTCATTTG 


GAGGAGGATA 


TCATTAATAG 


2580 


GTGTGAACAA 


TTTGTGGGAC 


CCCTCACAGT 


GAATGAAAAC 


AGGAGACTAA 


AATTGATTAT 


2640 


GCCTGCTAGG 


TTCTATCCCA 


ATGTTACTAA 


ATATTTGCCC 


TTAGATAAAG 


GAATCAAAGC 


2700 


TT Z\ TT A TP P A 


n A p p A tpt a p 


TT A A TP A TT A 


PTTPP AH ICC* 




tap iTirTrT 




TTGGAAGGCG 


GGTATCTTAT 


ATAAAAGAGA 


GACAACACGT 


AGCGCCTCAT 


TTTGCGGGTC 


2820 


ACCATATTCT 


TGGGAACAAG 


ATCTACAGCA 


TGGGAGGTTG 


GTCCTCCAAA 


CCTCGACAAG 


2880 


GCATGGGGAC 


AAATCTTTCC 


GTCGCCAATG 


GTCTGGGATT 


CTTTCCCGAT 


GACCAGTTGG 


. 2940 



ACCCTGCATT CAAAGCCAAC TCCGACAATC CCGATTGGGA GCTCAACCCA CACAAGGACA 

ACTGGCCGGA CTCCAACAAG GTGGGAGTGG GAGCATTCGG GCCGGGATTC ACTCCACCCC 

ATGGGGGAGT GTTGGGGTGG AGCCCTCAAG CTCAGGGCAT ACTCACAACT GTGCCAACAG 

CTCCTCCTCC TGCCTCCACC AATCGGCAGT TAGGAAGGAA GGCTACTCCG CTGTCTCCAC 

CTCTAAGAGA CACTCATCCT CAGGCGATGC AGTGG 

(2) INFORMATION FOR SEQ ID NO: 286; 

(i). SEQUENCE CHARACTERISTICS : . 

(A) LENGTH: 3215 base pairs 
(3) TYPE: nucleic acid 

(C) STRANDEDNESS : single . 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE : DNA (genomic) 
(iii) HYPOTHETICAL: NO • 
(iv) ANTI-SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 286: 



AAC^CCACCA 


CTTTCCACCV 


AAC^CTTCAA 


GATCCC\GAG 


TCAGGGCTCT 


GTACTTTCCT 


GCTGGTGGCT 


CCAGTTCAGG 


AACAGTAAGC 


CCTGCTCAGA 


ATACTGTCTC 


AGCCATATCG 


TCAATCTTAT 


CGAAGACTGG 


GGACCCTGTG 


CCGAACATGG 


AGAACATCGC. 


ATCAGGACTC 


CTAGGACCCC 


TGCTCGTGTT 


ACAGGCGGGG 




TGACAAAAAT 


CCTCACAATA 


CCACAGAGTC 


TAGACTCGTG 


GTGGACTTCT 


CTCAATTTTC 


TAGGGGGAAC 


ACCCGTGTGT 


CTTGGCCAAA 


ATTCGCAGTC 


CCAAATCTCC 


AGTCACTCAC 


CAACCTGTTG 


TCCTCCAATT 


TGTCCTGGTT 


ATCGCTGGAT 


GTGTCTGCGG 


CGTTTTATCA 


TCTTCCTCTG 


CATCCTGCTG 


CTATGCCTCA 


TCTTCTTGTT 


GGTTCTTCTG 


GACTATCAAG 


GTATGTTGCC 


CGTTTGTCCT 


CTAATTCCAG 


GATCATCAAC 


CACCAGCACG 


GGACCATGCA 


AGACCTGCAC 


AACTCCTGCT 


CAAGGAACCT 


CTATGTTTCC 


CTCATGTTGC 


TGTACAAAAC 


CTATGGATGG 


AAACTGCACC 


TGTATTCCCA 


TCCCATCATC 


TTGGGCTTTC 


GCAAAATACC 


TATGGGAGTG 


GGCCTCAGTC 


CGTTTCTCTT 


GGCTCAGTTT 


ACTAGTGCCA 


TTTGTTCAGT 


GGTTCGTAGG 


GCTTTCCCCC 


ACTGTCTGGC 


TTTCAGTTAT 


ATGGATGATG 


TGGTATTGGG 


GGCCAAGTCT 


GTACAACATC 


TTGAGTCCCT 


TTATGCCGCT 


GTTACCAATT 


TTCTTTTGTC 


TTTGGGTATA CATTTAAACC 


CTAACAAAAC 


AAAAAGATGG 


GGATATTCCC 


TTAACTTCAT 


GGGATATGTA ATTGGGAGTT 


GGGGCACATG 


GCCACAGGAT 


CATATTGTAC 


AAAACTTCAA 


ACTATGTTTT 


AGAAAACTTC 


CTGTAAACAG 


GCCTATTGAT 


TGGAAAGTTT 


GTCAACGAAT 


TGTGGGTCTT 


TTGGGGTTTG 


CTGCCCCTTT 


TACGCAATGT 


GGATATCCTG 


CTTTAATGCC 


TTTATATGCA 


TGTATACAAG 


CAAAACAGGC 


TTTTACTTTC 


TCGCCAACTT 


ACAAGGCCTT 


TCTCAGTAAA CAGTATATGA 



CCCTTTACCG 


GGTTGCTCGG 


CAACGGCCTG 


GTCTGTGCCA 


AGTGTTTGCT 


GACGCAACCC 


1200 


CCACTGGTTG 


GGGCTTGGCC- 


ATAGGCC ATC 


AGCGCATGCG 


TGGAAGCTTT 


GTGTCTCCTC 


1260 


TGCCGATCCA 


TACTGCGGAA 


CtCCTAGCCG 


CTTGTTTTGC 


TCGCAGCAGG 


TCTGGAGCAA 


1320 


ACCTCATCGG" 


GACCGACAAT 


TCTGTCGTAC 


TCTCCCGGAA' 


GTATACATCG 


TTTCCATGGC 


1380 


TGCTAGGCTG 


TGCTGCCAAG 


TGGATCCTGC 


GCGGGACGTC 


CTTTGTTTAC 


GTCCCGTCGG 


1440 


CGC TGAATCC 


CGCGGACGAC 


CCCTCCCGGG 


GCCGCTTGGG 


GCTCTACCGC 


CCGCTTCTCC 


1500 


GTCTGCCGTA 


CCGTCGGACC 


ACGGGGCGCA 


CCTCTCTTTA 


CGCGGACTCC 


CCGTCTGTGC 


.1560 


CTTCTCATCT 


GCCGGACCGT 


GTGCACTTCG 


CTTCACCTCT 


GCACGTCGCA 


TGGAGACCAC 


1620 


CGTGAACGCC 


CACCGGAACC 


TGCCCAAGGT 


CTTGCATAAG 


AGGACTCTTG 


GACTTTCAGC 


1680 


AATGTCAACG 


ACCGACCTTG 


AGGC ATACTT 


CAAAGACTGT 


GTGTTTAATG 


AGTGGGAGGA 


1740 


GCTGGGGGAG 


GAGATTAGGT 


TAAAGGTCTT 


TGTACTCGGA 


GGCTGTAGGC 


ATAAATTGGT 


1800 


CTGTTCACCA 


GCACCATGCA 


ACTTTTTCAC 


CTCTGCCTAG 


TCATCTCTTG 


TTCATGTCCT 


1360 


ACTGTTCAAG 


CCTCCAAGCT. 


GTGCCTTGGG 


TGGCTTTGGG 


GCATGGACAT 


TGAGCCCTAT 


1920 


AAAGAATTTG 


GAGGTACTGT 


GGAGTTACTC 


TCTTTTTTGC 


CTTCTGACTT 


GTTTCCGTCG 


1980 


GTGCGGGACC 


TCCTAGATAC 


CGTCTCTGCT 


CTGTATCGGG 


AAGCC TTAAA 


ATCTCCTGAG 


2040 


CATTGCTC AC 


CTCACCACAC 


AGCACTCAGG 


CAAGCTATTC 


TGTGCTGGGG 


GGAATTAATG 


2100 


ACTCTAGCTA 


CCTGGGTGGG 


TAATAATTTG 


GAAGATCCAG 


CATCCCGGGA 


TCTAGTAGTC 


2160 


AATTATGTTA 


AGACTAACAT 


GGGCC TAAAG 


ATCAGGCAAC 


TATGGTGGTT' 


TCACATTTCC 


. 2220 


TGTCTTACTT 


TTGGAAGAGA 


AACTGTTCTG 


GAATATTTGG 


TATCTTTTGG 


AGTGTGGATT 


2280 


CGCACTCCTC 


CTGCCTACAG 


ACCACCAAAT 


GCCCCTATGT 


T ATC AAC AC T 


TCCGGAAACT 


2340 


ACTGTTGTTA 


GACGACGAGG 


CAGGTCCCCT 


AGAAGAAGAA 


CTCCCTCGCC 


TCGCAGACGA 


2400 


AGGTCTCAAT 


CACCGCGTCG 


CAGAAGATCT 


CAATCTCGGG 


AATCCCAATG 


TTAGTATCCG 


2460 


TTGGACTCAT 


AAGGTGGGAA 


ACTTTACGGG 


GCTTTATTCT 


TCTACAGTAC 


CTGTCTTTAA 


£520 


TCCTGAATGG 


CAAACTCCTT 


CTTTTCCAGA 


CATTCATTTA 


CAGGAGGACA 


TTGTTGATAG 


2580 


ATGTAAGCAA 


TTTGTGGGAC 


CCCTTACAGT 


AAATGAAAAC 


AGGAGACTAA 


AATTAATAAT 


2640 


GCCTGCTAGA 


TTTTATCCCA 


ATGTTACCAA 


ATATTTGCCC 


TTAGATAAAG 


GTATCAAACC 


2700 


TTATTATCCA 


GAGCATGTAG 


TTAATCATTA 


CTTCCAGACT 


AGACATTATT 


TGCATACTCT 


2760 


TTGGAAGGCG 


GGTATCTTAT 


ATAAAAGAGA 


GTCAAGACAT 


AGCGCCTCAT 


TTTGCGGGTC 


2820 


ACCTTATTCT 


tgggaacaag' 


ATCTACAGCA 


TGGGAGGTTG 


GTCTTCCAAA 


CCTCGAAAAG 


2880 










^ i. iv^v^L.uvjril 




2940 


ACCCTGCATT 


CAAAGCCAAC 


TCAGAAAATC 


CAGATTGGGA 


CCTCAACCCA 


CACAAGGACA 


3000 


ACTGGCCGGA 


CGCCCACAAG 


GTGGGAGTGG 


GAGCATTCGG 


GCCAGGATTC 


ACCCCTCCCC 


3060 


ATGGGGGACT 


GTTGGGGTGG 


AGCCCTCAGG 


CTCAGGGCAT 


ACTCACATCT 


GTGCCAGCAG 


3120 



CTCCTCCTCC TGCCTCCACC AATCGGCAGT CAGGACGGCA GCCTACTCCC -CTATCTCCAC ' 3180 

CTCTAAGGGA CACTCATGCT CAGGCCATGC AGTGG 3215 

(2) INFO RMAT I ON FOR SEQ ID NO: 287: 

(i) SEQUENCE CHARACTERISTICS : . 

(A) LENGTH: 3215 base pairs 
{B) TYPE: nucleic acid 

(C) STRAMDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(ill) HYPOTHETICAL: NO 
(iv) ANTI-SENSE : NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 237: 



AACTCCACCA 


CTTTCCACCA 


AACTCTTCAA 


GATCCCGGAG 


TCAGGGCCCT. 


GTACTTTCCT 


60 


GCTGGTGGCT 


CCAGTTCAGG 


AACAGTGAGC 


CCTGCTCAGA 


ATACTGTCTC 


TGCCATATCG 


120 


TCAATCTTAT 


CGAAGACTGG 


GGACCCTGTA 


CCGAACATGG 


AGAACATCGC 


ATCAGGACTC 


180 


CTAGGACCCC 


TGCTCGTGTT 


AC AGGCGGGG 


TTT T T C Tt 1 g T 


TGACAAAAAT 


CCTCACAATA 


240 


CCACAGAGTC 


TAGACTCGTG 


GTGGACTTCT 


CTCAATTTTC 


TAGGGGGAAC 


ACCCGTGTGT 


300 


CTTGGCCAAA 


ATTCGCAGTC 


CCAAATCTCC 


AGTCACTCAC 


CAACCTGTTG 


TCCTCCAATT 


360 


TGTCCTGGTT 


ATCGCTGGAT 


GTGTCTGCGG 


CGTTTTATCA 


TCTTCCTCTG 


CATCCTGCTG 


420 


CTATGCCTCA 


TCTTCTTGTT 


GGTTCTTCTG 


GACTATCAAG 


GTATGTTGCC 


CGTTTGTCCT 


480 


CTAATTCCAG 


GATCATCAAC 


AACCAGCACC 


GG AC CATGC A 


AAACCTGCAC 


AACTCCTGCT 


540 


CAAGGAACCT 


CTATGTTTCC 


CTCATGTTGC 


TGTACAAAAC 


CTACGGATGG 


AAACTGCACC 


600 


TGTATTCCCA 


TCCCATCATC 


TTGGGCTTTC 


GCAAAATACC 


TATGGGAGTG 


GGCCTCAGTC 


660 


CGTTTCTCTT 


GGCTCAGTTT 


ACTAGTGCCA 


TTTGTTCAGT 


GGTTCGTAGG 


GCTTTCCCCC 


J 720 


ACTGTCTGGC 


TTTCAGTTAT 


ATGGATGATA 


TGGTTTTGGG 


GGCCAAGTCT 


GTACAACATC 


730 


TTGAGTCCCT 


TTATGCCGCT 


GTTACCAATT 


TTCTTTTGTC 


TTTGGGTATA CATTTAAACC 


840 


CTCACAAAAC 


AAAAAGATGG 


GGATATTCCC 


TTAACTTCAT 


GGGATATGTA 


ATTGGGAGCT • 


900 


GGGGCACATT 


GCCACAGGAA 


CATATTGTAC 


AAAAAATCAA 


AATGTGGTTT 


AGGAAACTTC 


960 


CTGTAAACAG 


GCCTATTGAT 


TGGAAAGTAT 


GTCAACGAAT 


TGTGGGTCTT 


TTGGGGTTTG 


1020 


CCGCCCCTTT 


CACGCAATGT 


GGATATCCTG 


CTTTAATGCC 


TTTATATGCA TGTATACAAG 


1080 


CAAAACAGGC 


TTTTACTTTC 


TCGCCAACTT 


ACAAGGCCTT. 


TCTAACTAAA CAGTATCTGA 


1140 


ACCTTTACCC. 


CGTTGCTCGG 


CAACGGCCAG 


GTCTGTGCCA 


AGTGTTTGCT GACGCAACCC 


1200 


CCACTGGTTG 


GGGCTTGGCC 


ATAGGCCATC 


AGCGCATGCG 


TGGAACCTTT 


GTGTCTCCTC 


1260 

















TGCCGATCCA 
AACTCATCGG 


TACTGCGGAA 
GACTGACAAT 


CTCCTAGCCG 
TCTGTCGTGC 


CTTGTTTTGC 
TCTCCCGCAA 


TCGCAGCCGG 
GTATACATCA 


TCTGGGGCAA 
TTTCCATGGC 


1320 
1380 


TGCTAGGCTG 


TGCTGCCAAC 


TGGATCCTGC 


GCGGGACGTC 


CTTTGTTTAC 


GTCCCGTCGG 


1440 


CGCTGAATCC CGCGGACGAC 


CCTTCCCGGG 


GCCGCTTGGG 


GCTCTACCGC 


CCGCTTCTCC 


1500 


GCCTGTTGTA 


CCGACCGACG 


AC GGGGCGC A 


CCTCTCTTTA 


CGCGGACTCC 


CCGTCTGTGC 


1560 


CTTCTCATCT 


GCGGGACCGT 


GTGCACTTCG 


CTTCACCTCT 


GCACGTCGCA 


TGGAGACCAC 


1620 


CGTGAACGCC 


CACGGGAACC 


TGCCCAAGGT 


CTTGCATAAG 


AGGACTCTTG 


GACTTTCAGC 


1680 


AATGTCAACG 


ACCGACCTTG 


AGGCATACTT 


CAAAGACTGT 


GTGTTTAATG 


AGTGGGAGGA 


1740 


GTTGGGGGAG 


GAGGTTAGGT 


TAAAGGTCTT 


TGTACTAGGA 


GGCTGTAGGC 


ATAAATTGGT 


1800 


GTGTTCACCA 


GCACCATGCA 


ACTTTTTCAC 


CTCTGCCTAA 


TCATCTCATG 


TTCATGTCCT 


1860 


ACTGTTCAAG CCTCCAAGCT 


GTGCCTTGGG 


TGGCTTTGGG 


GCATGGACAT 


TGACCCGTAT 


1920 


AAAGAATTTG 


GAGCTTCTGT 


GGAGTTACTC 


TCTTTTTTGC 


CTTCTGACTT 


CTTTCCGTCG 


1980 


GTGCGAGATC 


TCCTCGACAG 


CGCCTCTGCT 


TTGTATC GGG 


AGGCCTTAGA 


GTCTCCGGAA 


2040 


CATTGTTC AC 


CTCACCATAC 


GGCACTCAGG 


CAAGCTATTC 


TGTGTTGGGG 


TGAGTTAATG 


2100 


AATCTAGCCA CCTGGGTGGG 


AAGTAATTTG 


GAAGATCCGG 


CATCCAGGGA 


ATTAGTAGTC 


2160 


AGCTATGTCA 


ACGTTAATAT 


GGGCGTAAAA 


ATCAGACAAC 


TATTGTGGTT 


TCACATTTCC 


2220 


TGTCTTACTT 


TTGGGAGAGA 


AACTGTTCTT 


GAATATTTGG 


' TGTCTTTTGG 


AGTGTGGATT 


2280 


CGCACTCCTC 


CTGCATATAG 


ACCAGCAAAT 


.GCCCCTATCT 


TATCAACACT 


TCCGGAAACT 


2340 


ACTGTTGTTA 


GACGAAGAGG 


CAGGTCCCCT 


AGAAGAAGAA 


CTCCCTCGCC 


TCGCAGACGA 


2400 


AGGTCTCAAT' 


CGCCGCGTCG 


CAGAAGATCT 


CAATCTCGGG 


AATCTCAATG 


TTAGTATTCC 


2460 


TTGGACACAT 


AAGGTGGGAA 


AC TTT AC GGG 


GCTTTATTCT 


TCTACGGTAC 


CTTGCTTTAA 


. 252.0 


TCCTAAATGG 


CAAACTCCTT 


CTTTTCCTGA 


CATTCATTTG 


CAGGAGGACA 


TTGTTGATAG 


2580 


ATGTAAGCAA 


TTTGTGGGGG 


CCCTTACAGT. 


AAATGAAAAC 


AGGAGACTAA 


AATTAATTAT 


2640 


GCCCGCTAGG 


TTTTATCCCA 


ATGTTACTAA 


ATATTTGCCC 


TTAGATAAAG 


GGATCAAACC 


2700 


GTATTATCCA 


GAGTATGTAG 


TTAATCATTA 


CTTCCAGACG 


CGACATTATT 


TACACACTCT 


2760 


TTGGAAGGCG 


GGGATCTTAT 


ATAAAAGAGA 


GTCCACACGT 


AGCGCCTCAT 


TTTGCGGGTC 


2820 


ACCATATTC? 


TGGGAACAAG 


ATCTACAGCA 


TGGGAGGTTG 


GTCTTCCAAA 


CCTCGAAAAG 


2880 


GCATGGGGAC 


AAATCTTTGT 


GTCCCCAATC 


CTCTGGGATT 


CTTCCCCGAT 


CATCAGTTGG 


2940 


ACCCTGCATT 


CAAAGCCAAC 


TCAGAAAATC 


CAGATTGGGA 


CCTCAACCCG 


AACAAGGACA 


3000 


ACTGGCCGGA 


CGCCAACAAG 


GTGGGAGTGG 


GAGCATTCGG 


GCCAGGGTTC 


ACCCCTCCCC 


3060 


ATGGGGGAGT 


GTTGGGGTGG 


AGCCCTCAGG 


CTCAGGGCCT 


ACTCACAACT 


GTGCCAGCAG 


3120 


CTCCTCCTCC 


TGCCTCCACC 


AATCGGCAGT 


CAGGAAGGCA 


GCCTACTCCC 


TTATCCCCAC 


3180 


CTCTAAGGGA 


CACTCATCCT 


CAGGCCATGC 


AGTGG 






3215 



(2) INFORMATION FOR SEQ ID NO: 288: 



(i) SEQUENCE CHARACTERISTICS: . 

(A) LENGTH: 3213 base: pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) . TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO' 
(iv) ANTI-SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 288: 



AACTCCACCA 




AGTrCTGCTA 


GATCCCAGAG 


TGAGGGGCCT 


ATATTTTCCT 


60 


CCTGGTGGCT 


CCAGTTCCGG 


AAC AGT AAAC 


CCTGTTGCGA 


CTACTGCCTC 


ACCCATATCG 


120 


TCAATC'T'CCT 


CGAGGACTGG 


GGACCCTGCA 


CCGAACATGG 


AGAGCACAAC ATCAGGATTC 


180 


CTAGGACCCC 


TGCTC GTGTT 


ACAGGCGGGG 


TTTTTCTTGT 


TGACAAGAAT 


CCTCACAATA 


240 


CCACAGAGTC 


TAGACTCGTG 


GTGGACTTCT 


CTCAATTTTC 


TAGGGGGAGC 


ACCCACGTGT 


300 


CCTGGCCAAA 


ATTCGCAGTC 


CCCAACCTCC 


AATCACTCAC 


CAACCTCTTG 


TCCTCCAATT 


3 60 


TGTCCTGGCT 


ATCGCTGGAT 


GTGTCTGCGG 


CGTTTTATCA 


TATTCCTCTT 


CATCCTGCTG 


420 


CTATGCCTCA 


TCTTCTTGTT 


GGTTCTTCTG 


GACTACCAAG 


GTATGTTGCC 


CGTTTGTCCT 


480 


CTACTTCCAG 


GAAC ATCAAC 


CACCAGCACG 


GGACCATGCA 


AGACCTGCAC 


GATTCCTGCT 


540 


CAAGGAACCT 


CTATGTTTCC 


CTCTTGTTGC 


TGTACAAAAC 


CTTCGGACGG 


AAACTGCACT 


600 


TGTATTCCCA 


TCCCATCATC 


CTGGGCTTTC 


GCAAGATTCC 


TATGGGAGGG 


GGCCTCAGTC ' 


660 


CGTTTCTCCT 


GGCTCAGTTT 


ACTAGTGCCA 


TTTGTTCAGT 


GGTTCGTAGG 


GCTTTCCCCC 


720 


ACTGTTTGGC 


TTTCAGTTAT 


ATGGATGATG 


TGGTATTGGG 


GGCCAAGTCT 


GTACAACATC 


780 


TTGAGTCCCT 


TTTTACCTCT . 


ATTAC CAATT 


TTCTTTTGTC 


TTTGGGTATA 


CATTTGAACC 


840 


CTAATAAAAC 


CAAACGTTGG 


GGCTACTCCC 


TTAACTTCAT 


GGGATATGTA 


ATTGGCAGTT 


J 9'00 


GGGGTACTTT 


ACCGCAAGAA 


CATATTGTAC 


TAAAAATCAA 


GCAATGTTTT 


CGGAAACTGC 


960 


CTGTAAATAG 
CTGCCCCTTT 


ACCTATTGAC 
TACACAATGT 


TGGAAAGTAT 
GGCTATCCTG 


GTCAAAGAAT 
CCTTAATGCC 


TGTGGGTCTT 
TTTATATGCA 


TTGGGCTTTG 
TGTATACAAT 


1020 
1080 


CTAAGCAGGC 


TTTCACTTTC 


TCGCCAACTT 


ACAAGGCCTT 


TCTGTGTAAA 


CAATATCTGC 


1140 


ACCTTTACCC 


CGTTGCCCGG 


CGAACGGCTC 


TCTGCCAAGT 


ATTTGCTGAC 


GCAACCCCCA ' 


1200 


CTGGATGGGG 


CTTGGCCATA 


GGCCATCGGC 


GCATGCGTGG 


AACCTTTGTG 


GCTCCTCTGC 


1260 


CGATCCATAC 


TGCGGAACTC 


CTAGCAGCTT 


GTTTTGCTCG 


CAGCCGGTCT 


GGAGCGAAAC 


1320 


TCATCGGGAC 


TGACAACTCG 


GTTGTTCTCT 


CTCGGAAATA 


CACCTCATTC 


CCATGGCTGC 


1380 


TCGGGTGTGC 


TGCCAACTGG 


ATCCTGCGCG 


GGACGTACTT 


TGTTTACGTC 


CCGTCGGCGC 


1440 


TGAATCCCGC 


GGACGACCCG 


TCTCGCGGCC 


GTTTGGGCCT 


CATCCGTCCC 


CTTCTTCATC 


1500 



TGCGGTTCCG 


GCCGACCACG 


GGGCGCACGT CTCTTTACGC GGTCTCCCCG 


TCTGTGCCTT 


1560 


CTCATCTGCC 


GGACCGTGTG 


CACTTCGCTT CACCTCTGCA CGTCGCATGG AGACCACCGT 


1620 


GAACGCCGAT 


CAGGTCTTGG 


CCAAGGTCTT ACATAAGAGG ACTCTTGGAC TCTCAGCAAT 


1680 


GTCAACGTCC 


GACCTTGAGG 


CATACTTCAA AGACTGCTTG TTTAAAGACT GGGAGGACTT 


1740 


GGGGGAGGAG 


ATTAGGTTAA 


TGATCTTTGT ACTAGGAGGC TGTAGGCATA AATTGGTCTG 


1800 


TTCACCAGCA 


CCATGCAACT 


TTTTTCACCT CTGCCTAATC ATCTCATGTT 


CATGTCGTAC 


1860 


TGTTCACGCC 


TCCAAGCTGT 


GCCTTGGGTG GCTTTGGGGC ATGGACATTG 


ACCGGTATAA 


1920 


AGAATTTGGA 


GCTTCTGTGG 


AGTTACTCTC TTTTTTGCCT TCTGATTTCT 


TTCCTTCCAT 


1980 


TCGAGATCTC 


CTCGACACCG 


CCTCTGCTCT GTATAGGGAG GCCTTAGAGT 


CTCCGGAAGA 


2040 


TTGTTCACCT 


CATCATACAG 


CACTCAGGCA AGCTATTCTG TGTTGGGGTG AGTTGATGAA 


2100 


TCTGGCCACC 


TGGGTGGGAA 


GTAATTTGGA AGACCCAGCA TCCAGGGAAC 


TAGTAGTCAG 


2160 


CTATGTCAAT 


GTTAATATGG 


GCCTAAAAAT CAGACAACTA TTGTGGTTTG 


ACATTTCCTG 


'. 2220 


CCTTACTTTT 


GGAAGAGAAA 


CTGTTTTGGA GTATTTGGTA TCTTTTGGAG 


TGTGGATTCG 


2280 


CACTCCTCCC 


GCTTACAGAC 


CACCAAATGC CCCTATCTTA TCAACACTTC 


CGGAAACTAC 


2340 


TGT.TGTTAGA 


CGACGAGGCA 


GGTCCCCTAG AAGAAGAACT GCCTCGCCTC 


GCAGACGAAG 


2400 


ATCTGAATCG 


CCGCGTCGCA 


GAAGATCTCA ATCTCGGGAA TCTCAATGTT 


AGTATCCCTT 


2460 


GGACTCATAA 


GGTGGGAAAC 


TTTACTGGGC TTTATTGTTC TACTGTACCT 


GTCTTTAATC 


2520 


CTGAGTGGCA 


AACTCCCTCC 


TTTCCTCACA. TTCATTTACA GGAGGACATT 


ATTAATAGAT 


2580 


GTCAACAATA. 


TGTGGGCCCT. 


CTTACAGTTA ATGAAAAAAG GAGATTAAAA 


TTAATTATGC 


2640 


CTGCTAGGTT" 


TTATCCTAAA 


CTTACCAAAT ATTTGCCCTT GGATAAAGGC 


ATTAAACCTT 


2700 


ATTATGCTGA 


ACATGCAGTT 


AATGATTACT TCAAAACTAG GCATTATTTA 


CATAGTCTGT ' 


2760 


GGAAGGCGGG 


CATTCTATAT 


AAGAGAGAAA CTACACGCAG CGCCTCATTT TGTGGGTGAC 


2820 


CATATTCTTG 


GGAACAAGAG 


CTACAGCATG GGAGGTTGGT CTTCCAAACC 


TCGACAAGGG 


2880 


ATGGGGACGA 


ATCTTTCTGT 


TCCCAATCCT CTGGGATTCT TTCCCGATCA CCAGTTGGAC 


2940 


CCTGCGTTCG 


GAGCCAACTC 


AAAC AATGC A GATTGGGACT TCAACCCC^ 


CAAGGATCGT 


3000 


TGGCCAGAGG 


CAAATCAGGT 


AGGAGGGGGA GCATTCGGGC CAGGGTACCC 


CCCACCACAC 


3060 


GGCGGTCTTT 


TGGGGTGGAG 


CGCTCAGGCT GAGGGCATAT TGACAAGCGT 


GGCAGCAGCA 


3120 


CCTCCTCCTG 


CCTCCACCAA 


TCGGCAGTCA GGAAGACAGC CTACTCCCAT 


CTCTCCACCT 


3180 


CTAAGAGACA 


GTCATCCTCA 


GGCCATGCAG TGG 




3213 



(2) INFORMATION FOR SEQ ID NO: 289: 

( i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH :. 3213 base pairs 

(B) TYPE; nucleic acid 

. (C) STRAND EDNESS : single 
" (D) TOPOLOGY: linear 



(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANT I -SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 239: 



AACTCCACCA 


CATTTCACCA 


AGTCCTGCTA GATCCCAGAG TGAGGGGCCT 


ATATTTTCCT 


60 


CCTGGTGGCT 


CCAGTTCCGG 


AACAGTAAAC 


CCTGTTCCGA CTACTGCCTC 


ACCCATATCG 


120 


TCAATCTCCT 


CGAGGACTGG 


GGACCCTGCA CCGAACATGG AGAGCACAAC 


ATCAGGATTC 


180 


CTAGGACCCC 


TGCTCGTGTT 


ACAGGCGGGG 


TTTTTCTTGT 


TGACAAGAAT 


CCTCACAATA 


240 


CCACAGAGTC 


TAGACTCGTG 


GTGGACTTCT 


CTCAATTTTC 


TAGGGGGAGC 


ACCCACGTGT 


300 


CCTGGCCAAA 


ATTCGCAGTC 


CCCAACCTCC 


AATCACTCAC 


CAACCTCTTG 


TCCTCCAATT 


360 


TGTCCTGGCT 


ATCGCTGGAT 


GTGTCTGCGG 


CGTTTTATCA 


TATTCCTCTT 


CATCCTGCTG 


420 


CTATGCCTCA 


TCTTCTTGTT 


GGTTCTTCTG GACTACCAAG 


GTATGTTGCC 


CGTTTGTCCT 


430 


CTACTTCCAG 


GAACATCAAC 


' CACCAGCACG 


GGACCATGCA 


AGACCTGCAC 


GATTCCTGCT 


540 


CAAGGAACCT 


CTATGTTTCC 


CTCTTGTTGC 


TGTACAAAAC CTTCGGACGG AAACTGCACT 


600 


TGTATTCCCA 


TCCCATCATC 


CTGGGCTTTC 


GCAAGATTCC 


TATGGGAGGG 


GGCCTCAGTC 


660 


CGTTTCTCCT 
ACT'vjTT ; Gvjv_ 


GGCTCAGTTT 
TTTCAGTTAT 


ACTAGTGCCA 
ATGGATGATG 


TTTGTTCAGT 
TGGTATTGGG 


GGTTCGTAGG 
GGCC AAGTCT 


GCTTTCCCCC 
GTACAACATC 


720 

T O fY 

780 


TTGAGTCCLT 


TTTTACCTCT 


ATTACCAATT 


TTCTTTTGTC 


TTTGGGTATA 


CATTTGAACC 


q a r\ 

o4u 


/""■p t\ A H"* A t\ A 

L 1 AA I AAAAL 


CAAACGTTGG 


GGCTACTCCC 


TTAACTTCAT 


GGGATATGTA 


ATTGGCAGTT 


n n A 

you 


GGGGTAC i TT 


*\ ft ft ft ft ~y -\ ft 1\ > 

ACCGCAAGAA 


CATATTGTAC 


TAAAAATCAA 


GCAATGTTTT 


CGGAAACTGC 


n iz r\ 


CTGTAAATAG 


a /"« A mm/*"' a /""i 

ACCTATTGAC 


TGGAAAGTAT 


GTCAAAGAAT 


TGTGGGTCTT 


TTGGGCTTTG 


1020 


CTGCCCCTTT 


TACACAATGT 


GGC TATCCTG CCTTAATGCC 


TTTATATGCA 


TGTATACAAT 


i r\ a n 

^-080 


L TAAGCAGGC 


TTTCACTTTC 


TCGCCAACTT 


ACAAGGCCTT 


TCTGTGTAAA CAATATCTGC 


i ■) Art 

1140 


ACCTTTACCC 


CGTTGCCCGG 


CGAACGGCTC 


TCTGCCAAGT 


ATTTGCTGAC 


GCAACCCCCA 


1200 


CTGGATGGGG 


CTTGGCCATA 


GGCCATCGGC 


GCATGCGTGG 


AACCTTTGTG 


GCTCCTCTGC 


1260 


CGATCCATAC 


TGCGGAACTC 


CTAGCAGCTT 


GTTTTGCTCG 


CAGCCGGTCT 


GGAGCGAAAC 


1320- 


TCATCGGGAC 


TGACAACTCG 


GTTGTTCTCT 


CTCGGAAATA CACCTCATTC 


CCATGGCTGC 


1380 


TCGGGTGTGC 


TGCCAACTGG 


ATCCTGCGCG 


GGACGTACTT 


TGTTTACGTC 


CCGTCGGCGC 


' 1440 


TGAATCC CGC 


GGACGACCCG 


TCTCGCGGCC 


GTTTGGGCCT 


CATCCGTCCC 


CTTCTTCATC 


1500 


TGCGGTTCCG 


GCCGACCACG 


GGGCGCACCT 


CTCTTTACGC 


GGTCTCCCCG 


TCTGTGCCTT 


1560 


CTCATCTGCC 


GGACCGTGTG 


CACTTCGCTT 


CACCTCTGCA CGTCGCATGG 


AGACCACCGT 


1620 


GAACGCCGAT 


CAGGTCTTGC 


CCAAGGTCTT ACATAAGAGG ACTCTTGGAC 


TCTCAGCAAT 


1680 





3. . 












GTCAACGTCC 


GACCTTGAGG 


CATACTTCAA 


AGACTGCTTG 


TTTAAAGACT 


GGG AGGACTT 


1740 


GGGGGAGGAG 


ATTAGGTTAA 


TGATCTTTGT 


ACTAGGAGGC 


TGTAGGCATA 


AATTGGTCTG 


1800 


TTCACCAGCA 


CCATGCAACT 


TTTTTCACCT 


CTGCCTAATC 


ATCTGATGTT 


CATGTCCTAC 


i860 1 


TGTTCACGCC 


TCCAAGCTGT 


GCCTTGGGTG 


GCTTTGGGGC 


ATGGACATTG 


AGCCGTATAA 


1920 


AGAATTTGGA GCTTCTGTGG 


AGTTACTCTC 


TTTTTTGCCT 


TGTGATTTCT 


TTCCTTCCAT 


1980 


TCGAGATCTC 


CTCGACACCG 


CCTCTGCTCT 


GTATAGGGAG 


GCCTTAGAGT 


CTCCGGAACA 


2040 


TTGTTCACCT 


CATGATACAG 


C ACTCAGGCA 


AGCTATTCTG 


TGTTGGGGTG 


AGTTGATGAA 


2100 


TCTGGCCACC 


TGGGTGGGAA 


GTAATTTGGA 


AGACCCAGCA 


TCCAGGGAAC 


TAGTAGTCAG 


2160 


CTATGTCAAT 


GTTAATATGG 


GGCTAAAAAT 


CAGACAACTA 


TTGTGGTTTC 


ACATTTCCTG 


2220 


Q »"p ft 7^ f« rp rp rp 


GGAAGAGAAA 


CTGTTTTGGA 


GTATTTGGTA 


TCTTTTGGAG 


TGTGGATTGG 


2280 


CACTCCTCCC 


GCTTACAGAC 


CACCAAATGC 


CCCTATCTTA 


TCAACACTTC 


CGGAAACTAC ' 


2340 


TGTTGTTAGA 


CGACGAGGCA 


GGTCCCCTAG 


AAGAAGAACT 


GCCTCGCCTC 


GCAGACGAAG 


2400 


ATCTGAATCG 


CCGCGTCGCA 


GAAGATCTCA 


ATCTCGGGAA 


TCTCAATGTT 


AGTATGCCTT 


2460 


GGACTCATAA 


GGTGGGAAAC 


TTTACTGGGC 


TTTATTCTTC 


TACTGTACCT 


; GTCTTTAATC 


2520 


CTGAGTGGCA 


AACTCCCTCC 


TTTCCTCACA 


TTCATTTACA 


GGAGGACATT 


ATTAATAGAT 


2580 


GTCAACAATA 


TGTGGGCCCT 


CTTACAGTTA 


ATGAAAAAr,G 


GAGATTAAAA 


TTAATTATGC 


2640 


CTGCTAGGTT 


TTATC C T AAA 


CTTACCAAAT 




GGATAAAGGC 


ATTAAACCTT 


2700 


ATTATCCTGA 


ACATGCAGTT 


AATCATTACT 


TCAAAACTAG 


GCATTATTTA 


CATACTCTGT 


2760 


GGAAGGCGGG 


CATTCTATAT 


AAGAGAGAAA 


CTACACGCAG 


CGCCTCATTT 


TGTGGGTCAC 


2820 


CATATTCTTG 


GGAACAAGAG 


CTACAGCATG 


GGAGGTTGGT 


CTTCCAAACC 


TCGACAAGGC 


2880 


ATGGGGACGA 


A^CTTTC^C 1 "* 


TCCCAATCCT 


CTGGGATTCT 


TTCCCGATCA 


CCAGTTGGAC 


2940 


CCTGCGTTCG 


GAGGGAACTG 


AAACAATCCA 


GATTGGGACT 


TCAAGCCCAA 


CAAGGATCGT 


3000 


TGGCCAGAGG 


CAAATCAGGT 


AGGAGCGGGA 


GCATTC GGGG 


CAGGGTACCC 


CCCACCACAC 


t 3 060 


GGCGGTCTTT 


TGGGGTGGAG 


CCCTCAGGCT 


CAGGGCATAT 


TGACAACCGT 


GC.CAGCAGCA 


3120 


CCTCCTCCTG 


CCTCCACCAA 


TGGGCAGTGA 


GGAAGACAGC 


CTACTCCCAT 


CTCTCCACCT 


3180 


CTAAGAGACA ' GTCATCCTCA 


GGCCATGCAG 


TGG 






3213 



(2) INFORMATION FOR SEQ ID NO :• 290: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 3215 base pairs 
<B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL : NO 
( iv) ANTI-SENSE : NO, 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 290: 



AACTCCACAA 


CATTCCACCA 


AGCTCTGCTA 


GATCCCAGAG 


TGAGGGGCCT 


ATATTTTCCT 


60 


GCTGGTGGCT 


CCAGTTCCGG 


AACAGTAAAC 


CCTGTTCCGA 


CTACTGTCTC 


ACCCATATCG 


120 


TCAATCTTCT 


CGAGGACTGG 


GGACCCTGCA 


CCGAACATGG 


AGAGCACAAC 


ATCAGGATTC 


180 


CTAGGACCCC 


TGCTCGTGTT 


ACAGGCGGGG 


TTTTTCTTGT 


TGACAAGAAT 


CCTCACAATA 


240 


CCACAGAGTC 


TAGACTCGTG 


GTGGACTTCT 


CTCAATTTTC 


TAGGGGGAGC 


ACCCACGTGT 


300 


CCTGGCCAAA 


ATTCGCAGTC 


CCCAACCTCC 


AATCACTCAC 


CAACCTCTTG 


TCCTCCAATT 


360 


TGTCCTGGTT 
CTATGCCTCA 


ATCGCTGGAT 
TCTTCTTGTT 


GTGTCTGCGG 
GGTTCTTCTG 


CGTTTTATCA 
GACTACCAAG 


TATTCCTCTT 
GTATGTTGCC 


CATCCTGCTG 
CGTTTGTCCT 


420 
480 


CTACTTCCAG 


GAACATCAAC 


TACCAGCACG 


GGACCATGCA 


AGACCTGCAC 


GATTCCTGCT 


540 


CAAGGAACCT 


CTATGTTTCC 


CTCTTGTTGC 


TGTACAAAAC 


CTTCGGACGG 


AAACTGCACT 


. 600 


TGTATTCCCA 


TCCCATCATC 


CTGGGCTTTC 


GCAAGATTCC 


TATGGGAGTG 


GGCCTCAGTC 


660 


CGTTTCTCCT 


GGCTCAGTTT 


ACTAGTGCCA 


TTTGTTCAGT 


GGTTCGCAGG 


GCTTTCCCCC 


720 


ACTGTTTGGC 


TTTCAGTTAT 


ATGGATGATG 


TGGTATTGGG 


GGCCAAGTCT GTACAACATC 


780 


TTGAGTCCCT 


TTTTACCTCT 


ATTACCAATT 


TTCTTTTGTC 


TTTGGGT ATA 


CATTTGAACC 


840 


CTAATAAAAC 


CAAACGTTGG 


GGCTACTCCC 


TTAACTTCAT 


GGGATATGTA 


ATTGGAAGTT 


900 


GGGGTACTTT 


ACCACAGGAA 


CAT ATT GT AT 


TAAAACTCAA 


GCAATGTTTT 


CGAAAACTGC 


960 


CTGTAAATAG 


ACCTATTGAT 


TGGAAAGTAT 


GTCAAAGAAT 


TGTGGGTCTT 


TTGGGCTTTG 


1020 


CTGCCCCTTT 


TACACAATGT 


GGCTATCCTG 


CCTTGATGCC 


TTTGTATGCA 


TGTATACAAT 


1080 


CTAAGCAGGC 


TTTCACTTTC 


TCGCCAACTT 


ATAAGGCCTT 


TCTGTGTCAA 


CAATACCTGC 


1140 


ACCTTTACCC 


CGTTGCCCGG 


CAACGGTCAG 


GTCTCTGCCA 


AGTGTTTGCT 


GACGCAACCC 


1200 


CCACTGGATG 


GGGCTTGGCC 


ATAGGCCATC 


GGCGCATGCG 


TGGAACCTTT 


GTGGTTCCTC 


.£250 


TGCCGATCCA 


TACTGCGGAA 


CTCCTAGCAG 


CTTGTTTTGC 


TCGCGACCGG 


TCTGGAGCAA 


1320 


AACTTATCGG 


GACTGACAAC 


TCGGTTGTCC 


TCTCTCGGAA 


ATACACCTCC 


TTCCCATGGC 


1380 


TGCTCGGGTG 


TGCTGCCAAC 


TGGATCCTGC 


GCGGGACGTC 


CTTTGTCTAC 


GTCCCGTCGG 


1440 


CGCTGAATCC 


CGCGGACGAC 


CCGTCTCGGG 


GCCGTTTGGG 


CCTCTACCGT 


CCCTTGCTTT 


- 1500 


CTCTGCCGTT 


CCAGCCGACC 


ACGGGGCGCA 


CCTCTCTTTA 


CGCGGTCTCC 


CCGTCTGTGC 


1560 


CTTCTCATCT 


GCCGGACCGT 


GTGCACTTCG 


CTTCACCTCT 


GCACGTCGCA TGGAGACCAC 


1620 


CGTGAACGGC 


CACCAGGTCT 


TGCCCAAGCT 


CTTACATAAG 


AGGACTCTTG 


GACTCTCAGC 


1680 


AATGTCAACA 


ACCGACCTTG 


AGGCATACTT 


CAAAGACTGT 


TTGTTTAAAG 


ACTGGGAGGA 


1740 


GTTGGGGGAG 


GAGATTAGGT 


TAAAGGTCTT 


TGTACTAGGA 


GGCTGTAGGC 


ATAAATTGGT 


1800 


CTGTTCACCA 


GCACCATGCA 


ACTTTTTCAC 


CTCTGCCTAA 


TCATCTCATG 


TTCATGTCCT 


1860 



ACTGTTCAAG 


CCTCCAAGCT 


GTGCCTTGGG 


TGGCTTTGGG 


GCATGGACAT 


TGACCCGTAT " 


1920 


AAAGAATTTG 


GAGCTTCTGT 


GGAGTTACTC 


TCTTTTTTGC 


CTTCTGACTT CTTTCCTTCT 


. 1980 


■ATTCGAGATC 


TCCTCCACAC 


CGCCTCTGCT 


CTGTATCGGG 


AGGCCTTAGA 


GTCTCCGGAA 


2040 


CATTGTTCAC 


CTCACCATAC 


AGCACTCAGG 


CAAGCTATTC 


TGTGTTGGGG 


TGAGTTGATG 


2100 


AATTTGGCCA 


CCTGGGTGGG 


AAGTAATTTG 


GAAGACCCAG 


CATCCAGGGA ATTAGTAGTG 


2160 


AGCTATGTCA 


ATGTTAATAT 


GGGCCTAAAA 


ATCAGACAAC 


TATTGTGGTT TCATATTTCC 


2220 


TGTCTTACTT 


TTGGAAGAGA 


AACTGTTGTT 


GAGTATTTGG 


TGTCTTTTGG 


AGTGTGGATT 


2280 


CGCACTCCTC 


CCGCTTACAG 


ACCACCAAAT 


GCCCCTATCT 


TA.TCAACACT 


TCCGGAAACT 


2340 


ACTGTTGTTA 


GACGACGAGG 


CAGGTCCCCT 


AGAAGAAGAA 


CTCCCTCGCC 


TCGCAGACGA 


2400 


AGGTCTCAA7 


CGCCGCGTCG 


CAGAAGATCT 


CAATCTCGGG 


AATCTCAATG TTAGTATCCC 


2460 


TTGGACTCAT 


AAGGTGGGAA 


ACTTTACTGG 


GCTTTATTGT 


TCTACTGTAC 


CTGTCCTTAA 


2520 


TCCTGAGTCC 


CAAACTCCCT 


CCTTTCCTAA 


CATTCATTTA 


CAGGAGGACA 


TTATTAATAG • 


2580 


ATGTCAACAA 


TATGTGGGCC 


CTCTTACAG? 


TAATGAAAAA 


AGGAGATTAA 


AATTAATTA.T 


2640 


GCCTGCTAGG 


TTCTATCCTA 


AC C TT AC C AA 


ATATTTGCCC 


TTGGATAAAG 


GCATTAAACC 


2700 


T-TATTATCCT 


GAACATGCAG 


TTAATCATTA 


CTTCAAAACT 


AGGCATTATT 


TAGATACTCT 


2760 


GTGGAAGGCT 


GGCATTCTAT 


ATAAAAGAGA 


AACTAC AC GC 


AGCGCTTCAT 


TTTGTGGGTC 


2820 


ACCATATTCT 


TGGGAAC'AAG 


AGGTACGGCA 


TGGGAGGTTG 


GTCTTCCAAA 


CCTCGACAAG 


2830 


.GCATGGGGAC 


GAATCTTTCT 


GTTCCCAATC 


CTCTGGGATT. 


GTTTCCCGAT 


CACCAGTTGG 


2940 


ACCCTGCGTT 


"CGGAGCCAAC 


TCAAACAATC 


CAGATTGGGA 


CTTCAACCCC 


AACAAGGATC 


3000 


ACTGGCCAGA 


GGCAATCAAG 


GTAGGAGCGG 


GAGACTTCGG 


GCGAGGGTTC. 


ACCCCACCAC 


3060 


ACGGCGGTCT 


TTTGGGGTGG 


AGCCCTCAGG 


CTCAGGGCAT 


ATTGACAACA 


GTGCCAGCAG ■ 


3120 


CGCCTCCTCC 


TGTTTCCACC 


AATCGGCAGT 


C AGGAAGAC A 


GCCTACTCCC 


ATCTCTCCAC 


' 3180 


CTCTAAGAGA 


CAGTCATCCT 


CAGGCCATGC 


AGTGG 






£215 



(2) INFORMATION FOR SEQ ID NO: 291: 

( i ) SEQUENCE CHARACTERISTICS : 

(A) LENGTH; 3215 base pairs 

(B) TYPE: nucleic acid ' 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: -NO 
(iv) ANTI-SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 291: 

















AACTCCACAA CATTCCACCA 


AGCTCTGCTA 


GATCCGAGAG 


TGAGGGGCCT 


ATATTTTCCT 


60 


GCTGGTGGCT 
TCAATCTTCT 


CCAGTTCCGG 
CGAGGACTGG 


AAL AU I AAAC 
GGACCCTGCA 


CCGAACATGG 


AGAGCACAAC 


AL.ULAI AiUjr 
ATCAGGATTC 


120 

180 


CTAGGACCCC 


TGCTCGTGTT 


KGKGGZGGGG 


TTTTTCTTGT 


TGACAAGAAT 


CCTCACAATA 


240 


CCACAGAGTC TAGACTCGTG 


GTGGACTTCT 


CTCAATTTTC 


TAGGGGGAGC 


ACCCACGTGT 


300 


CCTGGCCAAA 


ATTCGCAGTC 


CCCAACCTCC 


AATCACTGAC 


CAACCTGTTG 


TCCTCCAATT 


360 


TGTCCTGGCT 


ATCGCTGGAT 


GTGTGTGCGG 


CGTTTTATCA 


TATTCGTCTT 


CATCCTGCTG 


420 


CTATGCCTCA 


TCTTCTTGTT 


GGTTCTTCTG 


GACTACCAAG 


GTATGTTGCC 


CGTTTGTCCT 


480 


CTACTTCCAG 


GAACATCAAC 


TACCAGCACG 


GGACCATGCA 


AGACCTGCAC 


GATTCCTGCT 


540 


CAAGGAACCT 


CTATGTTTCC 


CTCTTGTTGG 


TGTACAAAAC 


CTTGGGACGG 


AAACTGCACT 


" 600 


TGTATTCCGA 


TCCCATCATC 


CTGGGCTTTC 


GCAAGATTCC 


TATGGGAGTG 


GGCCTCAGTC 


660 


CGTTTCTCCT 


GGCTCAGTTT 


ACTAGTGCCA 


TTTGTTCAGT 


GGTTGGCAGG 


GCTTTCCCCC 


720 


ACTGTTTGGC 


TTTCAGTTAT 


ATGGATGATG 


TGGTATTGGG 


GGCCAAGTCT 


GTACAACATC 


780 


TTGAGTCCCT 


TTTTACCTCT 


ATTACGAATT 


^TCTTTTGTC 


TTTGGGTATA 


CATTTGAACC 


840 


CTAATAAAAC 


CAAACGTTGG 


GGCTACTCCC 


TTAACTTCAT 


. GGGATATGTA 


ATTGGAAGTT 


900 


GGGGTACTTT 


ACCACAGGAA 


CATATTGTAT 


TAAAACTCAA 


GCAATGTTTT 


CGGAAAGTGC 


960 


CTGTAAATAG 


ACCTATTGAT 


TGGAAAGTAT. 


GTCAAAGAAT 


TGTGGGTCTT 


TTGGGCTTTG 


1020 


CTGCCCCTTT 


TACACAATGT 


GGCTATCCTG 


CCTTGATGCC 


TTTATATGCA 


TGTATACAAT 


1080 


CTAAGCAGGC 




TCGCCAACTT 


ATAAGGGCTT 


TCTGTGTCAA 


CAATACCTGC 


1140 


ACCTTTACCC 


CGTTGCCCGG 


CAACGGTCAG 


GTCTCTGGCA 


AQTGTTTGGT 


GACGGAACCC 


1200 


CCACTGGATG 


GGGCTTGGCC 


ATAGGCCATC 


GGG GCATGCG 


TGGAACGTTT 


GTGGCTCCTC 


1260 


TGCCGATCCA 


TACTGCGGAA 


CTCCTAGCAG 


CTTGTTTTGC 


TCGCAGGCGG 


TCTGGAGCAA 


-1320 


AACTTATCGG 


GACTGAGAAC 


TCTGTTGTGC 


TCTCTCGGAA 


ATACACCTCC 


TTCCCATGGC 


1380 


TGCTCGGGTG 


TGCTGCCAAG 


TGGATCCTGC 


GGGGGACGTC 


CTTTGTCTAC 


GTCCCGTCGG 


g 1440 


CGCTGAATCC 


CGCGGACGAC 


CGGTCTCGGG 


GGCGTTTGGG 


CCTCTACCGT 


CCCCTTCTTC 


1500 


ATCTGCCGTT 


CCAGCCGACC 


ACGGGGCGCA 


CCTCTGTTTA 


GGCGGTCTCC 


CGGTCTGTGC 


1560 


CTTCTCATCT 


GCCGGTCCGT 


GTGCACTTCG 


CTTCACCTCT 


GCACGTCGCA 


TGGAGACCAC 


1620 


CGTGAACGCC 


CACCAGGTCT 


TGCCTAAGCT 


CTTACATAAG 


AGGACTCTTG 


GACTCTCAGC 


1680 


AATGTCAACG 


ACCGACCTTG 


AGGCATACTT 


CAAAGACTGT 


TTGTTTAAAG 


ACTGGGAGGA 


1740 


GTTGGGGGAG GAGATTAGGT 


TAAAGGTCTT 


TGTACTAGGA 


GGGTGTAGGC 


ATAAATTGGT 


1800 


CTGTTCAC.CA 


GCACCATGCA 


ACTTTTTCAC 


CTCTGCCTAA 


TCATCTCATG 


TTCATGTCCT 


1860 


ACTGTTCAAG 


CCTCCAAGCT 


GTGCCTTGGG 


TGGCTTTGGG 


GCATGGACAT 


TGACCGGTAT 


1920 


AAAGAATTTG 


GAGCTTCTGT 


GGAGTTACTG 


TCTTTTTTGC 


CTTCTGACTT 


CTTTCCTTCT 


1980 


ATTCGAGATC 


TCCTCGACAC 


CGCCTCTGCT 


CTGTATCGGG 


AGGCCTTAGA 


GTCTCCGGAA 


2040 



CATTGTTCAC 


CTCACCATAC 


AGCACTCAGG 


CAAGCTATCC TGTGTTGGGG TGAGTTGATG 


2100 


AATTTGGCCA 


CCTGGGTGGG AAGTAATTTG 


GAAGACCCAG CATCCAGGGA ATTAGTAGTC 


2160 


AGCTATGTCA 


ATGTTAATAT 


GGGC CTAAAA 


ATCAGACAAC TATTGTGGTT TGACATTTGG 


2220 


TGTCTTACTT 


TTGGAAGAGA 


AACTGTTCTT 


GAGTATTTGG TGTCTTTTGG AGTGTGGATT 


2280 


CGCACTCCTC 


CCGCTTACAG 


ACCACCAAAT 


GCCCCTATCT TATCAACACT TCCGGAAACT 


2340 


ACTGTTGTTA 


GACGACGAGG 


CAGGTCCCCT 


AGAAGAAGAA CTCCCTCGCC TCGCAGACGA 


2400 


AGGTCTCAAT 


CGCCGCGTCG 


CAGAAGATCT 


CAATCTCGGG AATCTCAATG TTAGTATCCC ' 


2460 


TTGGACTCAT 


AAGGTGGGAA ACTTTACTGG 


GCTTTATTCT TCTACTGTAC CTGTCTTTAA 


2520 


TCCTGAGTGC 


CAAACTCCCT 


CCTTTCCTAA 


GATTCATTTA CAAGAGGATA TTATTAATAG 


2580 


ATGTCAACAA 


TATGTGGGCC 


CTCTTACAGT 


TAATGAAAAA AGGAGATTAA AATTAATTAT 


2640 


GCCTGCTAGG 


TTCTATCCTA ACCTTACCAA 


ATATTTGCCC TTGGATAAAG GCATTAAACC 


2700 


TTATTATCCT. 


GAACATGCAG 


TTAATCATTA 


CTTCAAAACT AGGCATTATT TACATACGCT 


2760 


GTGGAAGGCT 


GGC ATTC TAT 


ATAAAAGAGA 


AACTACAGGC AGGGCTTCAT TTTGTGGGTC 


2820 


ACCATATTCT 


TGGGAACAAG 


AGCTACAGCA 


TGGGAGGTTG GTCTTCCAAA CCTCGACAAG 


2880 


GCATGGGGAC 


GAATCTTTCT 


GTTCCCAATC 


CTCTGGGATT CTTTCCCGAT CACCAGTTGG 


2940 


ACCCTGCGTT 


CGGAGCCAAC 


TCAAACAATC 


CAGATTGGGA CTTCAACCCC AACAAGGATC 


3000 




CGGAATCAAG 


GTAGGAGCGG 




jUDu 


ACGGCGGTCT 


TTTGGGGTGG 


AGCCCTCAGG 


CTGAGGGCAT CTTGACAACA GTGCGAGCAG 


3120 


CTCCTCCTCC 


TGCCTCCACC 


AATCGGCAGT 


CAGGAAGACA GCCTACTCCC ATCTCTCCAC 


3180 


CTCTAAGAGA 


CAGTCATCCT 


CAGGGCATGC 


AGTGG 


3215 



(2) INFORMATION FOR SEQ ID NO: 292: 

( i ) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 3215 base pairs 

(3) TYPE: nucleic acid i . 

(C) STRAND EDNESS : -single ~ 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE: NO 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 292: 
AACTCCACAA CATTCCACCA AGCTCTGCTA GATCCCAGAG TGAGGGGCCT ATATTTTCCT 60 
GCTGGTGGCT CCAGTTCCGG AACAGTAAAC CCTGTTCCGA CTACTGCCTC ACCCATATCG 120 
TCAATCTTCT CGAGGACTGG GGACCCTGCA CCGAACATGG AGAGCACAAC ATCAGGATTC 180 

















CTAGGACCCC 


TGCTCGTGTT 


ACAGGCGGGG 


TTTTTGTTGT 


TGACAAGAAT 


CCTCACAATA 


240 


CCACAGAGTC 


TAGACTCGTG 


GTGGACTTCT 


CTCAATTTTC 


TAGGGGGAGC 


ACCCACGTGT 


300 


CCTGGCCAAA 


ATTCGCAGTC 


CCCAACCTCC 


AATCACTCAC 


CAACCTCTTG 


TCCTCCAACT 


360 


TGTCCTGGCT 


ATCGCTGGAT 


GTGTCTGCGG 


GGTTTTATCA 


TATTCCTCTT 


CATCCTGCTG 


420 


CTATGCCTCA 


TCTTGTTGTT 


GGTTCTTCTG 


GACTACCAAG 


GTATGTTGCC 


CGTTTGTCCT 


480 


CTACTTGCAG" 


GAACATCAAC 


TACCAGCAGG 


GGACCATGCA 


GAACCTGCAC 


GATTCCTGCT 


540 


CAAGGAACCT 


CTATGTTTCC 


CTCTTGTTGC 


TGTACAAAAC 


GTTCGGACGG 


AAACTGCACT 


600 


TGTATTCCCA 


TCCCATCATC 


CTGGGCTTTG 


GCAAGATTCC 


TATGGGAGTG 


GGCCTCAGTC 


660 


CGTTTCTCCT 


GGCTCAGTTT 


ACTAGTGCCA 


TTTGTTCAGT 


GGTTCGTAGG 


GGTTTCCGCC 


720 


ACTGTTTGGG 


TTTCAGCTAT 


ATGGATGATG 


TGGTATTGGG 


GGCCAAGTCT 


GTACAACATC 


780 


TTGAGTCCCT 


TTTTACCTCT 


ATTAGCAATT 


TTCTTTTGTC 


TTTGGGTATA 


GATTTGAACC 


840 


CTAATAAAAC 


CAAACGTTGG 


GGCTAGTCCC 


TTAAGTTGAT 


GGGATATGTA 


ATTGGAAGTT 


900 


GGGGTACTTT 


ACCGCAGGAA 


CATATTGTAC 


AAAAACTCAA 


GCAATGTTTT 


CGAAAATTGG 


960 


CTGTAAATAG 


ACCTATTGAT 


TGGAAAGTAT 


GTCAAAGAAT 


TGTGGGTCTT 


TTGGGGTTTG 


1020 


CTGGCCGTTT 


TACACAATGT 


GGCTATCCTG 


CCTTGATGCC 


TTTATATGCA 


TGTATACAAT 


1080 


CTAAGCAGGC 


TTTCACTTTC 


TCGCCAACTT 


ACAAGGCCTT 


TCTGTGTAAA 


CAATATCTAA 


1140 


ACCTTTACCC 


CGTTGCCCGG 


CAACGGTCAG 


GTCTCTGCCA" 


AGTGTT.TGCT 


GACGCAACCC 


1200 


CCACGGGTTG 


GGGCTTGGCC 


ATAGGCCATC 


GGCGCATGCG 


TGGAACCTTT 


GTGGCTCCTC 


1260 


TGCCGATCCA 


TACTGCGGAA 


CTCCTAGCAG 


CTTGTTTTGC 


TCGCAGCCGG 


TCTGGAGCGA 


1320 


AACTTATCGG 


AACCGACAAC 


TCAGTTGTCC 


TCTGTCGGAA 


ATACACCTCC 


TTTCCATGGC 


1380 


TGCTAGGCTG 


TGCTGCCAAC 


TGGATCCTGC 


GCGGGACGTC 


CTTTGTCTAC 


GTCCCGTCGG 


1440 


CGCTGAATCC 


GGGGGACGAC 


CCGTCTCGGG 


GCCGTTTGGG 


CCTCTACCGT 


CCCCTTCTTC 


1500 


CTTCTCATCT 


GCCGGACCGT 


GTGCACTTCG 


^.L-l^iV^l 1 i,ri 

CTTCACCTCT 


*w *vjvj 1 ^_ v_ 

GCACGTAGCA 


TGGAGACCAC 


1560 


CGTGAACGCC 


CACCAGGTCT 


TGCCCAAGGT 


CTTACACAAG 


AGGACTCTTG 


GACTGTCAGC 


1680 


AATGTCAACG 


ACGGAGCTTG 


AGGCATACTT 


CAAAGACTGT 


TTGTTTAAAG 


ACTGGGAGGA 


1740 


GTTGGGGGAG 


GAGATTAGGT 


TAAAGGTCTT 


TGTACTAGGA 


GGCTGTAGGC 


ATAAATTGGT 


1800 


CTGTTCACCA 


GCACCATGCA 


ACTTTTTCCC 


CTCTGCCTAA 


TCATCTGATG 


TTGATGTCCT 


1860 


ACTGTTCAAG 


CCTCCAAGCT 


GTGCCTTGGG 


TGGGTTTGGG 


GCATGGACAT 


TGACCCGTAT 


1920 


AAAGAATTTG 


GAGCTTCTGT 


GGAGTTACTC 


TCTTTTTTGC 


CTTCTGACTT 


CTTTCGTTCT 


1980 


ATTCGAGATC 


TCCTCGACAC 


CGCCTCTGCT 


CTGTATCGGG 


AGGCCTTAGA 


GTCTCCGGAA 


2040 


CATTGTTCAC 


CTCACCATAC 


AGCAGTCAGG 


CAAGCTATTC 


TGTGTTGGGG 


TGAGTTGATG 


2100 


AATCTGGCCA 


CCTGGGTGGG 


AAGTAATTTG 


GAAGACCCAG 


CATCCAGGGA 


ATTAGTAGTC 


2160 


AGCTATGTGA 


ATGTTAATAT 


GGGCCTAAAA 


ATTAGAC AAC 


TATTGTGGTT 


TCACATTTCC 


2220 





< jflU 












TGCCTTACTT 


TTGGAAGAGA 


AACTGTCCTT 


GAGTATTTGG 


TGTCTTTTGG 


AGTGTGGATT 


2280 


CGCACTCCTC 


CCGCTTACAG 


ACCACCAAAT 


GCCCCTATCT 


TATCAACACT 


TGCGGAAACT 


2340 


ACTGTTGTTA 


GACGACGAGG 


CAGGTCCCCT 


AGAAGAAGAA 


CTCCCTCGCG 


TCGCAGACGA 


2400 


AGGTCTCAAT 


CGCCGCGTCG 


CAGAAGATCT 


CAATCTC GGG AATCTCAATG TTAGTATCCC - 


2460 


TTGGACTCAT 


AAGGTGGGAA 


ACTTTACTGG 


GCTTTATTCT 


TCTACTGTAC 


CTGTCTTTAA 


2520 


TCCTGATTGG 


AAAACTCGCT 


CCTTTCCTCA 


CATTCATTTA 


CAGGAGGACA 


TTATTAATAG 


2580 


ATGTCAACAA 


TATGTGGGCC 


CTCTGACAGT 


TAATGAAAAA 


AGGAGATTAA 


AATTAATTAT , 


2640 


GCCTGCTAGG 


TTCTATCCTA 


ACCTTACCAA 


ATATTTGCCG 


TTGGACAAAG 


GCATTAAACC 


2700 


GTATTATCCT 


GAATATGCAG 


TTAATCATTA 


CTTCAAAACT 


AGGCATTATT 


TACATACTCT 


2760 


GTGGAAGGCT 


GGCATTCTAT 


ATAAGAGAGA 


AACTACACGC 


AGCGCCTCAT 


TTTGTGGGTG 


2820 


ACCATATTCT 


TGGGAACAAG 


AGCTACAGCA 


TGGGAGGTTG 


GTCTTCCAAA 


CCTCGACAAG 


2880 


GCATGGGGAC 


GAATCTTTCT 


GTTCCCAATC 


CTCTGGGATT 


CTTTCCCGAT 


CACCAGTTGG 


2940 


ACCCTGCGTT 


CGGAGCCAAC 


TCAAACAATC 


CAGATTGGGA 


CTTCAACCCC 


AACAAGGATC 


3000 


ACTGGCCAGA 


GGCAAATCAG 


GTAGGAGCGG 


GAGCATTTGG 


TCCAGGGTTC 


ACCGCACGAG 


3060 


ACGGAGGCCT 


TTTGGGGTGG 


AGCCCTCAGG 


CTCAGGGCAT 


ATTGAGAACA 


CTGCGAGCAG 


3120 


CACCTCCTCC 


TGCCTCCACC 


AATCGGCAGT 


CAGGAAGACA GCCTACTCCC 


ATCTCTCCAC 


3180 


CTCTAAGAGA 


CAGTCATCCT 


CAGGCCA^GC 


AGTGG 






3215 



(2) INFORMATION FOR SEQ ID NO: 293: 

(i) SEQUENGE CHARACTERISTICS : 

(A) LENGTH: 3188 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) ■ MOLECULE. TYPE: DNA (genomic) 
■ (iii) HYPOTHETICAL: NO § 
(iv) ANTI-SENSE: NO 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 293: 
AATTCCACAA CATTCCACCA AGCTCTGCTA GATCCCAGAG TGAGGGGCCT ATATTTTCCT 60 
GCTGGTGGCT C CAGTTC C GG AACAGTAAAC CCTGTTCCGA CTACTGCCTC ACCCATATCG 120 
TCAATCTTCT CGAGGACTGG GGACCCTGCA CCGAACATGG AGAACACAAC ATCAGGATTC 180 
CTAGGACCCC TGCTCGTGTT AC AGGCGGGG TTTTTCTTGT ' TGACAAGAAT CCTCACAATA 240 
CCACAGAGTC TAGACTCGTG GTGGACTTCT CTCAATTTTC TAGGGGGAGC ACCCACGTGT 300 
CCTGGCCAAA ATTCGCAGTC CCCAACCTCC AATCACTCAC CAACCTCTTG TCCTCCAATT 360 



TGTCCTGGCT 


ATCGCTGGAT 


GTGTCTGCGG 


CGTTTTATCA 


TATTGCTCTT 


CATCCTGCTG 


420 


CTATGCCTCA 


TCTTCTTGTT 


GGTTCTTCTG 


GACTACCAAG 


GTATGTTGCC 


CGTTTGTCCT 


480 


CTACTTCCAG 


GAACATCAAC 


CACCAGCACG 


GGGCCATGCA 


AGACCTGCAC 


GATTCCTGCT 


540 


CAAGGAACGT 


CTATGTTTCC 


CTCTTGTTGC 


TGTACAAAAC 


CTTCGGACGG 


AAACTGCACT 


600 


TGTATTCCCA 


TCCCATCATC 


GTGGGCTTTC 


GCAAGATTCC 


TATGGGAGTG 


GGCCTCAGTC 


660 


CGTTCCTCCT 


GGCTCAGTTT . 


ACTAGTGCCA 


TTTGTTC AGT 


GGTTCGTAGG 


GCTTTCCCGC 


720 


ACTGTTTGGC 


TTTCAGTTAT 


ATGGATGATG 


TGGTATTGGG 


GGCCAAGTCT 


GTACAACATC 


780 


TTGAGTCCCT 


TTTTACCTCT 


ATTACCAATT 


TTCTTTTGTC 


TTTGGGTATA 


CATTTAAACC 


840 


CTAATAAAAC 


CAAAGGTTGG 


GGCTACTCCC 


TTAACTTCAT 


GGGATATGTA 


ATTGGAAGTT 


900 


GGGGTACTTT 


ACCGCAGGAA 


CATATTGTAC 


TAAAACTCAA 


GCAATGTTTT 


CGAAAATTGC 


960 


CTGTAAATAG 


CCCTATTGAT 


TGGAAAGTAT 


GTCAAAGAAT 


TGTGGGTCTT 


TTGGGCTTTG 


1020 


CTGCCCCTTT 


TACACAATGC 


GGCTATCCTG 


CCTTGATGCC 


TTTATATGCA 


TGTATACAAT 


1080 


CTAAGCAGGC 


TTTCACTTTC 


TCGCCAACTT 


ATAAGGCCTT 


TCTGTGTAAA 


CAATATCTGA 


1140 


ACCTTTACGC ; 


CGTTGCCCGG 


CAACGGTCAG 


GTCTCTGCGA 


AGTGTTTGCT' 


GACGCAACCC 


1200 


GCACTGGATG 
TGCCGATCCA 


GGGCTTGGCC 
TACTGCGGAA 


ATAGGCCATC 
CTCCTAGCAG 


GGCGGATGGG 
CTTGTTTTGC 


TGGAACCTTT 
TCGCAGCCGG 


GTGGCTCCTC 
TCTGGAGCGA 


1260 
1320 


•AACTTATCGG 


AACCGACAAC 


TCTGTTGTCG 


TCTCTCGGAA 


ATACACCTCC 


TTTCCATGGC 


1380 


TGCTAGGGTG 


TGCTGCCAAC 


TGGATCCTGC 


GCGGGACGTC 


CTTTGTCTAC 


GTCCCGTCGG 


1440 


GGCTGAATCC 


CGCGGACGAC 


CGGTCTCGGG 


GCCGTTTGGG 


GCTCTACCGT 


CCCCTTCTTC 


1500 


TTCTGCCGTT 


CCGGCCGACC 


ACGGGGGGGA 


CCTCTCTTTA 


CGCGGTCTCC 


CGGTCTGTGC 


1560 


CTTCTCATCT 


GCCGGACCGT 


GTGCACTTCG 


CTTCACGTCT 


GCACGTCGCA 


TGGAGAGCAC 


1620 


C GT GAAC GC C 


CACCAGGTCT 


TGCCCAAGGT 


CTTACATAAG 


AGGACTCTTG 


GACTCTCAGC . 


1680 


CATGTCAACG 


ACCGACCTTG 


AGGCATACTT 


CAAAGACTGT 


GTGTTTAAAG 


ACTGGGAGGA 


1740 


GTTGGGGGAG- 


GAGATTAGGT 


TAAAGGTCTT 


TGTACTAGGA 


GGCTGTAGGC 


ATAACTTTTT 


£300 


CACCTCTGGC 


TAATCATCTC 


ATGTTCATGT 


CCTACTGTTC 


AAGCCTCCAA 


GCTGTGCCTT 


1860 


GGGTGGCTTT 


GGGGCATGGA 


CATTGACCCG 


TATAAAGAAT 


TTGGAGGATC 


TGTGGAGTTA 


1920 


CTCTCTTTTT 


TGCCTTCTGA 


CTTCTTTCCG 


TCTATTCGAG 


ATCTCCTTGA 


CACCGCCTCT 


.1980 


GCtCTGTAtC 


GGGAGGCCTT 


AGAGTCTCCG 


GAACATTGTT 


CACCTCAGGA 


TACAGCACTC 


2040 


AGGCAAGCTA 


TTCTGTGTTG 


GGGTGAGTTA 


ATGAATCTGG 


CCACCTGGGT 


GGGAAGTAAT 


2100 


TTGGAAGACC 


CAGGATGCAG 


GGAATTAGTA 


GTCAGCTATG 


TCAATGTTAA 


TATGGGCCTA 


2160 


AAAATCAGAC 


AACTATTGTG 


GTTTCACATT 


TCCTGCCTTA 


CTTTTGGAAG 


AGAAACTGTT 


2220 


TTGGAGTATT 

7 


TGGTATCTTT 


TGGAGTGTGG 


ATTCGCACTC 


GTGCCGCTTA 


CAGACCACCA 


2280 


AATGCCCCTA 


TCTTATCAAC 


ACTTCCGGAA 


ACTACTGTTG 


TTAGACGACG 


AGGCAGGTCC 


2340 


CCTAGAAGAA 


GAACTCCGTC 


GCCTCGCAGA 


CGAAGGTCTC 


AATCGCCGCG 


- TGGCAGAAGA 


2400 



TCTCAATCTC 


GGGAATCTCA 


ATGTTAGTAT 


CCCTTGGACT CATAAGGTGG GAAACTTTAC 




TGGGCTTTAT 


TCTTCTACTG 


TACCTGTCTT 


TAATCCCGAG TGGCAAACTC 


CCTCCTTTCC 


Ton 


TCACATTCAT 


TTACAGGAGG 


ACATTATTAA 


TAGATGTCAA CAATATGTGG GCCCTCTTAC 


neon 


GGTTAATGAA 


AAAAGGAGAT 


TAAAATTAAT . 


TATGGCTGCT AGGTTCTATC 


CTAACCTTAC 


^ o4U 


TAAATATTTG . 


CCCTTAGACA 


AAGGCATTAA 


ACCGTATTAT CCTGAACATG 


CAGTTAATCA 


4 / UU 


TTACTTGAAA 


ACTAGGCATT 


ATTTACATAC 


TCTGTGGAAG GCTGGCATTC 


TATATAAGAG 


Tien 


AGAAACTACA 


CGCAGCGCCT 


CATTTTGTGG 






n on n 
ZozU 


GGATGGGAGG 


TTGGTCTTCC 


AAACCTCGAC 


AAGGCATGGG GACGAATCTT 


TCTGTTCCCA 


400U 


ATCCTCTGGG 


ATTCTTTCCC 


GATC AC C AGT 


TGGACCCTGC GTTCGGAGCC 


AACTCAAACA 


<: y^u 


ATCCAGATTG 


GGACTTCAAC 


CCCAACAAGG 


ATCAATGGCC AGAGGCAAAT 


CAGGTAGGAG 


3000 


CGGGAGCATT 


CGGGCCAGGG 


TTCACCCCAC 


CACACGGCGG TCTTTTGGGG 


TGGAGCCCTC 


3060 


AGGCTGAGGG 


CATATTGACA 


ACAGTGCCAG 


CAGGACGTCC TCCTGCCTCC 


ACCAATCGGC 


3120 


AGTCAGGAAG 


ACAGCCTACT 


CCCATCTCTC 


CACCTCTAAG AGAGAGTCAT 


CCTCAGGCCA 


." 3180 



TGCAGTGG 3188 
(2) INFORMATION FOR SEQ ID NO: 294:. 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 3214 base pairs 

(B) TYPE: nucleic acid 
(G) STRAND EDNESS : single 
ID) TOPOLOGY: linear 

(ii) MOLECULE .TYPE: DNA (genomic) 

(iii) HYPOTHETICAL : NO 

(iv) ANTI -SENSE : NO * 

i . -. 

(xi) SEQUENCE. DESCRIPTION: SEQ ID NO: 294: 

AACTCCACAA CATTCCACCA AGCTCTGCTA GACCCCAGAG TGAGGGGCCT ATACTTTCCT 60 

GCTGGTGGCT CCAGTTCCGG AACAGTAAAC CCTGTTCCGA CTACTGCCTC ACCCATATCG 120 

TCAATCTCCT CGAGGACTGG GGACCCTGCA CCGAACATGG AGAACACAAC ATCAGGATTC 180 

CTAGGACCCC TGCTCGTGTT ACAGGCGGGG TTTTTCTTGT TGACAAGAAT CCTCAGAATA 240 

CCACAGAGTC TAGACTCGTG GTGGACTTCT CTCAATTTTC TAGGGGGAGC ACCCACGTGT 300 

CCTGGCCAAA ATTOGCAGTC CCCAACCTCC AATCACTCAC CAACCTCTTG TCCTCCAATT 3 60 

TGTCCTGGCT ATCGCTGGAT GTGTCTGCGG CGTTTTATCA TATTCCTCTT CATCCTGCTG 420 

CTATGCCTCA TCTTCTTGTT GGTTCTTCTG GACTACCAAG GTATGTTGCC CGTTTGTCCT 480 

CTACTTCCAG GAACATCAAC TACCAGCACG GGACCATGCA AGACCTGCAC GATTCCTGCT 540 



CAAGGAACGT 


CTATGTTTCC 


CTCTTGTTGC 


TGTACAAAAC 


CTTCGGACGG 


AAACTGCACT 


600 


TGTATTCCCA 


TCCCATCATC 


CTGGGCTTTC 


GCAAGATTCC 


TATGGGAGGG 


GGCCTCAGTC 


660 


CGTTTCTCCT 


GGCTGAGTTT 


ACTAGTGCCA 


TTTGTTCAGT 


GGTTCGTAGG 


GCTTTCCGCC 


720 


ACTGTTTGGC 


TTTCAGTTAT 


ATGGATGATG 


TGGTATTGGG 


GGCCAAGTCT 


GTACAACATC 


780 


TTGAGTCCCT 


TTTTACCTCT 


ATTACCAATT 


TTCTTTTGTC 


TTTGGGTATA 


CATTTAAACC 


840 


CTAATAAAAC 


CAAACGTTGG 


j" * a - ^ ^ /-"i rr% 

<jGC7r\CTCCC 


TTAACTTCAT 


GGG AT AT GT A 


ATTGGATGTT 


900 


GGGGTACTTT 
CTGTAAATAG 


ACCGCAAGAA 
ACCTATTGAT 


CATATTGTAC 
TGGAAAGTAT 


TAAAAATCAA 
GTCAGAGACT 


GCAATGTTTT 
TGTGGGTCTT 


CGAAAACTGC 
TTGGGCTTTG 


960 
1020 


CTGCCCCTTT 


TAGACAATGT 


GGCTATCGTG 


CCTTAATGCC 


TTTATATGCA 


TGTATACAAT 


1080 


CTAAGCAGGC 


TTTCACTTTC 


TCGGCAAGTT 


ACAAGGCCTT 


TCTGTGTAAA 


CAATATCTGA 


1140 


ACCTTTACCC 


CGTTGCCGGG 


CAACGGTCAG 


GTCTCTGCCA 


AGTGTTTGCT 


GACGCAACCC 


1200 


CCACTGGATG 


GGGCTTGGCT 


ATCGGGCATA 


GCCGCATGCG 


CGGACCTTTG 


TGGCTCCTCT 


1260 


GCCGATCCAT 


ACTGCGGAAG 


TCCTAGCAGC 


TTGTTTTGCT 


CGCAGGCGGT 


CTGGAGCGAA 


1320 


ACTTATCGGC 


AGCGACAACT 


CTGTTGTCCT 


CTCTCGGAAA 


TACACCTCCT 


TTCCATGGCT 


1380 


GCTAGGGTGT 


GGTGGCAACT 


GGATCGTGCG 


CGGGACGTCC 


TTTGTCTACG 


TCCCGTCGGC 


1440 


GCTGAATCCC 


GCGGAC.GACC 


CGTCTCGGGG 


CCGTTTGGGA 


GTCTACCGTC 


CCCTTCTTCA 


1500 


TCTGCCGTTC 


CGGCCGACCA 


CGGGGCGCAC 


CTCTCTTTAC 


GCGGTCTTTT 


TGTCTGTGCC 


1560 


TTCTCATCTG 


CCGGTCCGTG 


TGCACTTCGG 


TTCACCTCTG 


CACGTCGCAT 


GGAGACCACC 


1620 


GTGAACGCCG 


ACCAGGTCTT 


GCC CAAGGTC 


TTACATAAGA 


GGACTCTTGG 


ACTGTCAGCG 


1680 


ATGTCAACGA 


CCGACCTTGA 


GGCATACTTC 


AAAGACTGTT 


TGTTTAAGGA 


CTGGGAGGAG : 


■ 1740 


TTGGGGGAGG 


AGATTAGGTT 


AAAGGTCTTT 


GTACTAGGAG 


GCTGTAGGCA 


TAAATTGGTC 


1800 


TGTTCACCAG 


CACCATGCAA 


CTTTTTCACC 


TCTGCCTAAT 


GATCTGATGT 


TCATGTCCTA 


1860 


CTGTTCAAGC 


CTCCAAGCTG 


TGCCTTGGGT 


GGCTTTGGGG 


CATGGACATT 


GACCGGTATA 


1920 


AAGAATTTGG 


AGCTTCTGTG 


GAGTTACTCT 


CTTTTTTGCC 


TTCTGACTTC 


TTTCCTTCTA 


£980 


TTCGAGATCT 


CCTCGACACC 


GCCTCAGCTC 


TATATGGGGA 


GGCCTTAGAG 


TCTCCGGAAC 


2040 


ATTGTTCTCC 


TGATCATACA 


GCACTCAGGC 


AAGCTATTCT 


GTGTTGGGGT 


GAGTTGATGA 


2100 


ATCTGGCCAC 


GTGGGTGGGA 


AGTAATTTGG 


AAGACCCAGC 


ATCCAGGGAA 


TTAGTAGTCA 


2160 


GCTATGTCAA 


TGTTAATATG 


GGCCTAAAAA 


TCAGACAACT 


ACTGTGGTTT • 


CACATTTCCT 


2220 


GTCTTACTTT 


TGGAAGAGAA 


ACTGTTCTTG 


AGTATTTGGT 


GTCTTTTGGA 


GTGTGGATTC 


2280 


GGACTCCTCC 


TGCTTACAGA 


CCACCAAATG 


CCCCTATCTT 


ATCAACACTT 


CCGGAAACTA 


2340 


CTGTTGTTAG 


AGGACGAGGC 


AGGTCCCCTA 


GAAGAAGAAC 


TCCCTCGCCT 


CGCAGACGAA 


2400 


GGTCTCAATC 


GCCGCGTCGC 


AGAAGATCTC 


AATCTCGGGA 


ATCTCAATGT 


TAGTATCCCT 


2460 


TGGACTCATA 


AGGTGGGAAA 


CTTTACTGGG 


CTTTATTCTT 


CTACTGTACC 


TGTCTTTAAT 


2520 


CCTGAGTGGC 


AAACTCCCTC 


CTTTCCTCAC 


ATTCATTTAG 


AGGAGGACAT 


TATTAATAGA 


. 2580 



TGTGAACAAT 


ATGTGGGCCC 


TCTTACAGTT AATGAAAAAA GGAGATTAAA ATTAATTATG 


2640 


CCTGCTAGGT 


TCTATCCTAA 


CCTTACCAAA TATTTGCCAT TGGACAAAGG; CATTAAACCA 


2700 


TATTATCCTG 


AACATGGAGT 


TAATCATTAG. TTCAAAACTA GGCATTATTT ACATACTCTG 


2760 


TGGAAGGCGG 


GCATTCTATA 


TAAGAGAGAA ACTACACGCA GTGCCTCATT CTGTGGGTCA 


2820 


CCATATTCTT 


GGGAACAAGA 


GCTACAGCAT GGGAGGTTGG TCTTGCAAAC CTCGACAAGG 


2880 


GATGGGGACG 


AATCTTTCTG 


TTCCCAATCC TCTGGGATTC TTTCCCGATC ACCAGTTGGA 


2940 


CCCTGCGTTC 


GGAGCCAACT- 


CACACAATCC CGATTGGGAC TTCAACCCCA ACAAGGATCA 


3000 


TTGGCCAGAG 


GCAAATCAGG 


TAGGAGC GGG AGCATTCGGG CCAGGGTTCA CCCCACCACA 


3060 


CGGCGGTCTT 


TTGGGGTGGA 


GCCQGCAGGC TCAGGGC GTA TTGACAACCG TGCCAGTAGC 


3120 


ACCTCCTCCT 


GCCTCCACCA 


ATCGGCAGTC AGGAAGACAG CCTACTCCCA TCTCTCCACC . 


3180 


TCTAAGAGAC 


AGTCATCCTC 


AGGCCATGGA GTGG 


3214 



(2) INFORMATION FOR SEQ< ID NO: 295: 

{ i } SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 3215 base pairs 
(3) TYPE: nucleic acid 
(C) STRANDEDNESS: single / 
.(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 

(iii) HYPOTHETICAL: NO 

(iv) ANTI-SENSE : NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 295: 



AACTCCACAA 


CATTCCACCA 


AGCTCTGCTA 


GACCCCAGAG 


TGAGGGGCCT 


ATACTTTCCT 


60 


GCTGGTGGCT 


CCAGTTC CGG 


AACAGTAAAC 


CCTGTTCCGA 


CTACTGCCTC 


ACCCATATCG 


120 


TCAATCTTCT 


CGAGGACTGG 


GG AC CGTGC A 


CCGAACATGG 


AGAACACAAC 


ATCAGGATTC 


- 130 


CTAGGACCCC 


TGCTCGTGTT 


ACAGGCGGGG 


TTTTTCTTGT 


TGACAAGAAT 


CCTCACAATA 


240 


CCACAGAGTC 


TACACTCGTG 


GTGGACTTCT 


CTCAATTTTC 


TAGGGGCAGC 


ACCCACGTGT 


300 


CTTGGCCAAA 


ATTCGCAGTC 


CCCAACCTCC 


AATCACTCAC 


CAACCTCTTG 


TCCTCCAATT ' 


360 


TGTCCTGGTT 


ATCGTTGGAT 


GTGTCTGCGG 


CGTTTTATCA 


TATTCCTCTT 


CATCCTGCTG 


420 


CTATGCCTCA 


TCTTCTTGTT 


GGTTCTTCTG 


GACTACCAAG 


GTATGTTGTC 


TGTTTGTCCT 


480 


CTACTTCCAA 


GAACATCAAC 


TACCAGCACG 


GGACCATGCA 


AGACCTGCAC 


GATTCCTGCT 


540 


CAAGGAACCT 


CTATGTTTCC 


CTCTTCTTGC 


TGTACAAAAC 


CTTCGGACGG AAACTGCACT 


600 


TGTATTCCCA 
CGTTTCTCCT 


TCCCATCATC 
GGCTCAGTTT 


TTGGGCTTTC. 
ACTAGTGGCA 


GCAAGATTCC 
TTTGTTCAGT 


TATGGGAGTG 
GGTTCGTAGG 


GGCCTCAGTC 
GCTTTCCCCC 


660 
720 


ACTGTTTGGC 


TTTCAGTTAT 


ATGGATGATG 


TGGTATTGGG 


GGCCAAGTCT 


GTACAACATC 


780 



TTGAGTCCcT 


TTTTACCTCT 


ATTACCAATT 


fr^ rr^ 

TTL 1 T i I G TL 


TTTGGGTATA 


PAmmmPA a p<^ 

CATTTGAACC 


840 


CCAATAAAAC 


CAAACGTTGG 


GGCTATTCCC 


mm a a mmm/"^ a <t» 

TTAATTTCAT 


GGGATATGTA 


ATTGGATGTT 


900 


GGGGTACTTT 


ACCGCAAGAA 


CATATTGTAC 


TAAAAATCAA 


GCAATGTTTT 


CGAAAACTGC 


960 


CTGTAAATAG 


ACCTATTGAT 


TGGAAAGTAT 


GTCAGAGAAT 


TGTGGGTCTT 


TTGGGCTTTG 


1020 


m p p p p P m on m 

CTGCCCCTTT 


m a p A p A A mpm 

TACACAATGT 


GGCTATCCTG 


CCTTGATGCC 


mmm a m n m^»p t\ 

TTTATATGLA 


TGTATACAAT 


1080 


/-^m a a PP A * pp 

CTAAGCAAGC 


TTTC AC TTTC 


TCGCCAACTT 


a p a a rppr'^'P 
AC AAGGL L Ta 


mpmpmpm a a a 

TCTGTGTAAA 


CAATATCTGA 


1140 


n /^/""Timm a /-i pp 

ACCTTTAGCC 


CGTTGCCCGG 


CAACGGTCAG 


GTLTLTGLLA 


A pmpmmmppm 

AGTGTTTGCT 


GACGCAACCC 


1200 


r^f** "A Pm^"*/"» TV m/^ 

LCACTGGATG 


GGGCTTGGCT 


ATTGGCCATC 


GCCGCATGCG 


TGGAACC TTT 


GTGGCTCCTC 


1260 


TGCCGATCCA 


m TV /"V m /"^ /*"t TV A 

TACTGCGGAA 


CTCCTGGCAG 


CCTGTTTTGC 


TCGCAGCCGG 


m/ - Vm/"'/™» TV /T* TV TV 

TCTGGAGCAA 


1320 


AACTTATCGG 


AACCGACAAC 


TCTGTTGTCC 


TCTCTCGGAA 


ATAGACCTCC 


TTTCCATGGC 


-1 T O A 

.138 0 


TGL XLGGGTG 


T»^ , /^"T"^^#^' AAA** 

TGCTGLCAAL 


TGGATCCTGC 


GCGGGALG TL 


pmmmpmpm A P 

L il TG iL TAL 


GXGLLGXLGG 


144U 


^orT^r^ a mpp 

LGL rGAATLL 


L GL G Lr AL GAL 


p*ppmpmpppp 

CCGTCTCGGG 


GLLG TT TGGG 


ppmpmA mppm 

LLTL TATLGT 


/-i^ppmmpmmp 

CLLLT. TL r TL 


1 c n a 
XjUu 


a mpm a P^Pmm • 
AIL lAL^Vji I 


Lv_GG^LGALL 


AL GG uuC GL A 


LL 1LILIIIA 


LGLGG x L r LL 


^ ,o /-» m p m p m p p 

LLGIL TGiGL 




CTTCTCATCT 


GCCGGACCGT 


GTGCACTTCC 


CTTCACCTCT 


pp a npmpp^ a 

GCACGTCGCA 


mppA pappap 

TGGAGACCAC 


1 ^ "i a 
1620 


CGTGAACGv-C 


CACCAGGTCT 


TGCCCAAGGT 


prnrp A P A m A A P 

CTTACATAAG 


a PP a pmpmmp 

AGCACTCTTG 


pa Pmpmp A PP 

GACTCTCAGC 


1 CO A 

IpoU 


AATGTCAACG 


ACCGACCTTG 


AGGCATACTT 


C AAAG AC TGT 


TTGTTTAAGG 


TV /"*m/""' "A f~*f* ">V 

ACTGGGAGGA 


1 1 A A 

1740 


G 1 iGG^GGAG 


PAPA rprn A P P m 

LAG A 1 I Abb T 


m a a a ppm/rnm 
TAAAGG iCTi 


TGTAL I GGGA 


prffipTi a pp^ 

GGL iGiAGGv 


AmA a a mmppm 
A I AAA I I GG T 


-1 O A A 


."irr\/-*r~rr.C A pp A 

'v_ x G X j. LAG ■-A 


Gv^ AL '-A 1 aLn 


AL ill 11 L AL 


L TL IGLL x AA 


mp a mpmp a TP 

ILAIL ILAXG 


mmp a mpmppm 

X X LAX GILL X 


XooU 


AL ibl I L AAG 


LL ILLAAGL I 


GTG^CTTGGG 


IGGL I I IG^G 


pp a mpp a P A m 

GL A X GGAL A I 


mp APPppmAm 
IGALLLGXAX • 




A A A P A A rrmnm/-* 
AAAGAAI I ilj 


P A p^rnmPTiPT' 

GAG^ I 1 L i G I 


PP A PT"P A PTip 

GGAG I iAL IL 


ILIIiiri Gc 


prnmpmp a pmm 

Lilti GAL I I 


/""»mrnrpp r>mmpm 

L I I ilw X XL X 


1 y 0 u 


a mmpp A P A T»P 

Al ILGAGAIL 


mnnrpn /■"■» a P A P 

TC C TC GAL AC 


CGv-CiCAGCT 


CTGTATLGGG 


a ppppmm a P a 

AGGLL i TAG A 


GxL ILLGGAA 


0 a /i n 


P A mmppmp a p 

LA I I GL I L AL 


CTCACCATAC 


a pm/~i a PP 

CGCAC a CAGG 


CAAGLTATTL 


mpmpmmpp^p 

TGTGTTGG^G 


mp a pmmP A mp 

xGAG - XGAIG 




AAIL IGGLLA 


j-ifVCpPP-^mpp /-* 

CLTGGv^j.GGo 


A A pm A A mi prnp 

AAGTAATTTG 


PA ap^pppap 
G AAGnL L L AG 


P A T*P P A P *"» P A 

LA I LL AGvjGA 


a mm A pm a pmp 

A I IAGXAGxL 


lb U 


AGL I A I G X LA 


A1G1 lAAlAi 


PPPPPmA AAA 

LGGCCTAAAA 


A mP A P A P A A P 

A I L AGAL AAL 


m a pmpmp p t*t^ 
lALXGrGGX I 


mp a p a mmmpp 
TLALAX X ILL 


0 0 0 n 


mprpp mm a pmm 
IGIL I IAL 1 1 


rnmpp a A P A /"* A 

I 1 GGAAG AG A 


AAL IG1 IL i 1 


PA PmATT'mpp 
GAG I A I I I GG 


mpmp mmm'mpp 
XGXL I X I XGG 


a pmpmpp a mm 
AG X G X GGA X X 


Z Z O u 


LGLAL ILL il 


L 1 GL 1 i AL AG 


APPAPPA A AT» 

ALL AL L AAA I 


P P P P f - ' T» 3. T»P m 

GLLLL IAIL I 


m A mp A A P A PT» 

XAXLAALAL I 


mpppp a a a pm 
XLLGGAAAL X 


1*X Aft 


APmf^mmpmm A 

AL IGI IGI I A 


GAL GAL G AGG 


LAGG ILLLL I 


A P A APA 3P3 A 

AGAAGAAGAA 


L XLLL iLGLL 


X L w^L AGAL G A 


•5 Ann 

Z *i u u 


a pr ip pr r ?r' a Am 
AGGIL ILAAT 


CGCCGCGTCG 


L AGAAGATC T 


CAATLTLGGG 


a a mpmp a a mp 

AATLTCAATG 


mm a pm a mppp 

TVLAGrAXLL*^ . 


0 a £n 

Z 1 DU 


mnr»/^»/^» A pmp A T» 
1 IGGAG I LAX 


A A PPTPPP A A 

AAGG X GGGAA 


AL I I TAL 1 GG 


GL 1 1 IAI ILL 


mpm a pmpm a p 
XL XAL TGXAL 


pm a mpmmm a a 
L X AXL X X X AA 


Z D Z U 


TCCTGAGTGG 


CAAACTCCCT 


CCTTTCCTCA 


CATTCATTTA 


CAGGAGGACA 


TTATTAATAG 


2580 


ATGTCAACAA 


TATGTGGGCC 


CTCTTACAGT 


TAATGAAAAA 


AGGAGATTAA 


AGTT AATT AT 


2640 


GCCTGCTAGG 


TTCTATCCTA 


ACCTTACCAA 


ATATGTGCCC 


TTGGACAAAG 


GCATTAAACC 


2700 


ATATTATCCT 


GAACATGCAG 


TTAATCATTA 


CTTCAAAACT 


AGGCATTATT 


TACATACTCT 


2760 



GTGGAAGGCG GGCATTCTAT. ATAAGAGAGA AACTACGCGC AGCGCCTCAT TTTGTGGGTC 2820 

ACCATATTCT TGGGAACAAG AGCTAGAGCA TGGGAGGTTG GTCTTCCAAA CCTCGACAAG 2880 

GCATGGGGAC GAATCTTTCT GTTCCCAATC CTCTGGGATT CTTTCCCGAT CACCAGTTGG 2940 

ACCCTGCGTT CGGAGCCAAC TCAAACAATC CAGATTGGGA CTTCAACCCC AACAAGGATC 3000 

ACTGGCCAGA GGCAAATCAG GTAGGAGCGG GAGCATTCGG GCCAGGGTTC ACCGCACCAG 3060 

ACGGCGGTCT TTTGGGGTGG AGCCCTCAGG CTCAGGGC AT ATTGACAACA GTGCCAGTAG 3120 

CACCTCCTCC TGCCTCCACC AATCGGCAGT CAGGAAGACA GCCTACTCCC ATCTCTCCAC 3180 

CTCTAAGAGA CAGTCATCCT CAGGCCATGC AGTGG 3215 
(2) INFORMATION FOR SEQ ID NO:- 296: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 3215 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE : DMA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE: NO 

(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 296: 

AACTCCACAA CATTCCACCA AGCTGTGCTA GATCCCAGAG TGAGGGGCCT ATATCTTCCT 60 

GCTGGTGGCT CCAGTTCCGG AACAGTGAAC CCTGTTCCGA CTACTGCCTC ACCCATATCG^ 120 ' 

TCAATCTTCT CGAGGACTGG GGACCCTGCA CCGAACATGG AGAACACAAC ATCAGGATTC 180 

CTAGGACCCC TGCTCGTGTT , ACAGGCGGGG TTTTTCTTGT TGACAAGAAT CCTCACAATA 240 

CCACAGAGTC TAGACTCGTG GTGGACTTCT CTCAATTTTC TAGGGGGAGC ACCCACGTGT 300 

-CCTGGCCCAA ATTCGCAGTC CCCAACCTCC AATC ACTC AC CAACCTCTTG TCCTCCAATT - 3 60 

TGTCCTGGCT ATCGCTGGAT GTGTCTGCGG CGTTTTATCA TATTCCTCTT CATCCTGCTG 420 

CTATGCCTCA TCTTCTTGTT GGTTCTTCTG GACTACCAAG GTATGTTGCC CGTTTGTCCT 480 

CTACTTCCAG GAACATCAAC TACCAGCACG GGACCATGCA AGACCTGCAC GATTCCTGCT 540 

CAAGGAACCT CTATGTTTCC CTCCTGTTGC TGTACAAAAC CTTCGGACGG AAACTGCACT 600 

TGTATTCCCA TCCCATCATC CTGGGCTTTC GCAAGATTCC TATGGGAGTG GGCCTCAGTC 660 

CGTTTCTCCT GGCTCAGTTT ACTAGTGCCA TTTGTTCAGT GGTTCGTAGG GCTTTCCCCC 720 

ACTGTTTGGC TTTCAGTTAT ATGGATGATG TGGTATTGGG GGCCAAGTCT GTACAACATC 730 

TTGAGTCCCT TTTTACCTCT ATTACCAATT TTCTTTTGTC TTTGGGTATA CATTTGAACC 840 

CTCATAAAAC CAAACGTTGG GGCTACTCCC TTAACTTCAT GGGATATGTA ATTGGAAGTT 900 

GGGGTACTTT ACCACAGGAA CATATTGTAC TAAAAATCAA GCAATGTTTT CGGAAGCTGC .960 



CTGTAAATAG ACCTATTGAT 


TGGAAAGTAT 


GTCAAAGGAT 


TGTGGGTCTT 


TTGGGCTTTG 


1020 


ptp»ppppttt 


TAP APA STHT 


GGCTATCCTG 


CCTTGATGCC 


TTTATATGCA TGTATACAAT 


1080 


pta app appp 


nvv* pp a r'PTTr' 

XIX V^-rtA- i 1 ;u 


TCGCCAACTT 


ACAAGGCCTT 


TCTGTGTAAA 


CAATATCTGC 


1140 


nppTTTAPPP 


p pttpp r p pp 


CAACGGTCAG 


GTCTCTGCCA 


AGTGTTTGCT 


GACGCAACCC 


1200 


PP APTPPrATP 


ppppttpppp 


ATTGGCCAAT 


CGGGCATGCG 


TGGAACCTTT 


GTGGCTCCTC 


1260 


tppppatppa 


TAPTPPPPtAA 


CTCCTAGCAG 


GTTGTTTTGC 


TCGGAGCCGG 


TCTGGAGCGA 


1320 


A APTT ATPPP 


PAPTPAPAAP 


TCTGTTGTCC 


TCTCTCGGAA ATACACCTCC 


TTCCCATGGC 


1380 


tpptpppptp, 


TPPTP*PPAAP 


TGGATCCTGC 


GCGGGACGTC CTTTGTCTAC GTCCCGTCGG 


1440 




PPPPPAPPAP 


CCGTCTCGGG 


GCCGTTTGGG 


CCTCTACCGT 


CCCCTTCTTC 


1500 






ACGGGGCGCG 


CCTCTCTTTA 


CGCGGTCTCC 


CCGTCTGTGC 


1560 


CTTCTCATCT 


GCCGGTCCGT 


GTGCACTTCG 


CTTCACCTCT 


GCACGTCGCA . TGGAGACCAC 


1620 


CGTGAACGCC 


CACCAGGTCT 


TGCCCAAGGT 


CTTACATAAG 


AGGACTCTTG 


GACTCTCAGC 


1680 


GATGTCAACG 


ACCGACCTTG 


AGGCATATTT 


CAAAGACTGT 


TTGTTTAAAG ACTGGGAGGA 


1740 


GTTGGGGGAG 


GAGATTAGGT 


TAATGGTCTT 


TGTACTAGGA .GGCTGTAGGC 


ATAAATTGGT 


1800 


CTGTTCACCA GCACCATGCA 


ACTTTTTCAC 


CTGTGGCTAA TGATCTCCTG TTCATGTCCT 


1860 


ACTGTTCAAG 


CCTCCAAGCT 


GTGCCTTGGG 


TGGCTTAGGG 


GCATGGACAT 


TGACACGTAT 


1920 


AAAGAATTTG 


GAGCTTCTGT 


GGAGTTACTC 


fji ^ rp m rp fji rn rp ^ ^* 


CTTCTGACTT 


CTTTCCTTCT 


1980 


ATTCGAGATC 


TCCTCGACAC 


CGCCTTTGCT 


CTGCATCGGS 


AGGCCTTAGA GTCTCCGGAA 


2040 


CATTGTTCAC 


CTCACCATAC 


AGCACTCAGG 


CAAGCTATTG TGTGTTGGGG TGAGTTGATG 


2100 


AATCTGGCCA 


CCTGGGTGGG 


AAGTAATTTG 


GAAGACCCAG 


■CATCCAGGGA ATTGGTAGTC , 


2160 


AGCTATGTCA 


ATGTTAATAT 


GGGCCTAAAA 


ATCAGACAAC 


TATTGTGGTT 


TCACATTTCC 


2220 


TGTCTTACTT 


TTGGAAGAGA 


AACGGTTCTT 


GAGTATTTGG 


TATCTGTTGG 


AGTGTGGATT 


2280 


CGCACTCCTC 


AAGCCTACAG 


ACCACCAAAT 


GC.CCCTATCT 


TATCAACACT 


TCCGGAAACT 


£140 


ACTGTTGTTA 


GACGACGAGG 


CAGGTCCCCT 


AGAAGAAGAA 


GTCCCTCGCC 


TCGCAGACGA 


2400 


AGGTCTAAAT 


CGCCGCGTGG 


CAGAAGATCT 


CAATCTCGGG 


AATCTCAATG 


TTAGTATCCC 


2460 


TTGGACTCAT 


AAGGTGGGAA 


ACTTTACTGG 


TCTCTATTCT 


TCTACTGTAC 


CTGTCTTTAA 


2520 


TCCTGAGTGG 


CAAACTCCCT 


CCTTTCCTAA 


TATTCATTTA 


CAGGAGGATA 


TTATTAATAG 


2580 


ATGTCAACAA 


TATGTAGGCC 


CTCTTACAGT 


TAATGAAAAA 


AGGAGATTAA 


AATTAATTAT 


2640 


GCCTGCTAGG 


TTCTATCCTA 


ACCTTACCAA 


ATATTTGCCC 


TTGGATAAAG 


GTATTAAACC 


2700 


TTATTATCCT 


GAACATGGAG 


TTAATCATTA 


TTTCAAAACT 


AGGCATTATT 


TACATACTCT 


2760 


GTGGAAGGCT 


GGCATTCTAT 


ATAAGAGAGA . 


AACTACACGT 


AGTGCCTCAT 


TTTGTGGGTC 


2820 


ACCATATTCT 


TGGGAACAAG 


AGCTACAGCA 


TGGGAGGTTG GTCTTCCAAA CCTCGACAAG 


2880 


GCATGGGGAC 


GAATCTTTCT 


GTTCCCAATC 


CTCTGGGATT CTTTCGCGAT CACCAGTTGG 


2940 



ACCCTGCATT CGGAGCCAAC TCAAACAATC CAGATTGGGA CTTCAACCGC AACAAGGATC 
ATTGGCCAGA GGC AAATCAG GTAGGAGCGG GAGCATTTGG GC'CAGGGTTC ACTCCACCAC 
ACGGCGGTCT TTTGGGGTGG AGCCCTCAGG CTCAGGGCAT ATTGACAACA GTGCCAGCAG 
CGCCTCCTCC TGCCTCTACC AATCGGCAGT GAGGAAGACA GCCTACTCCC ATCTCTCCAC 
CTCTAAGAGA CAGTCATCCT CAGGCCATGC AGTGG 
(2) INFORMATION FOR SEQ ID NO: 297: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 3215 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO ' 
fiv) ANTI- SENSE: NO 



3000 
3060 
3120 
3180 
3215 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: . 297 : 



■GCTGGTGGCT 


CCAGTTCC GG 


AACAGTGAAC 


CCTGTTCCGA 


TGAGGGGCCT 
CTACTGCCTC 


ATATCTTCCT 
ACCCATATCG 


60 
120 


TCAATCTTCT 


.CGAGGACTGG 


GGACCCTGCA 


CCGAACATGG 


AGAACACAAC 


ATCAGGATTC 


180 


CTAGGACCCC 


TGCTCGTGTT 


AC AGGCGGGG 




TGACAAGAAT 


CCTCACAATA 


240 


CCACAGAGTC 


TAGACTCGTG 


GTGGACTTCT 


CTCAATTTTC 


TAGGGGGAGC 


ACCCACGTGT ; 


300 


CCTGGCCCAA 


ATTCGCAGTC 


CCCAACCTCC. 


AATCACTCAC 


CAACCTCTTG TCCTCCAATT 


360 


TGTCCTGGCT 


ATCGCTGGAT 


GTGTCTGCGG 


CGTTTTATCA 


TATTCCTCTT 


CATCCTGCTG 


420 


CTA^GCCTCA 


TCTTCTTGTT 


GGTTCTTCTG 


GACTACCAAG 


GTATGTTGCC 


CGTTTGTCCT 


• 480 


CTACTTCCAG. 


GAACATCAAC 


TACCAGCACG 


GGACCATGCA 


AGACCTGCAC GATTCCTGCT 


j.5.40 


CAAGGAACCT 


CTATGTTTCC 


CTCCTGTTGC 


TGTACAAAAC 


CTTCGGAC GG 


AAACTGCACT 


600 


TGTATTCCCA 


TCCCATCATC 


CTGGGCTTTC 


GCAAGATTCC 


TATGGGAGTG 


GGCCTCAGTC 


660 


CGTTTCTCCT 


GGCTCAGTTT 


ACTAGTGCCA 


TTTGTTCAGT 


GGTTCGTAGG 


GCTTTCCCCC 


720 


ACTGTTTGGC 


TTTCAGTTAT 


ATGGATGATG 


TGGTATTGGG 


GGCCAAGTCT 


GTACAACATC 


780 


TTGAGTCCCT 


TTTTACCTCT 


ATTACCAATT 


TTCTTTTGTC 


TTTGGGTATA CATTTGAACC 


840 


CTCATAAAAC 


CAAACGTTGG 


GGCTACTCCC 


TTAACTTCAT 


GGGATATGTA 


ATTGGAAGTT 


900 


GGGGTACTTT 


AC C AC AGGAA 


CATATTGTAC 


TAAAAATCAA 


GCAATGTTTT 


CGGAAGCTGC 


960 


CTGTAAATAG 


ACCTATTGAT 


TGGAAAGTAT 


GTCAAAGGAT 


TGTGGGTCTT 


TTGGGCTTTG 


1020 


CTGCCCCTTT 


TACACAATGT 


GGCTATCCTG. 


CCTTGATGCC 


TTTATATGCA 


TGTATACAAT 


1080 


CTAAGCAGGC 


TTTCACTTTC 


TCGCCAACTT 


ACAAGGCCTT 


TCTGTGTAAA CAATATCTGC 


1140 



ACCTTTACCC 


CGTTGCCCGG 


CAACGGTCAG 


GTCTCTGCCA 


AGTGTTTGCT 


GACGCAACCC 


1200 


CCACTGGATG 


GGGCTTGGCC 


ATTGGGCAAT 


CGGGCATGCG 


TGGAACCTTT 


GTGGCTGCTC 


1260 


TGCCGATCCA 


TACTGCGGAA 


CTCCTAGCAG 


CTTGTTTTGC 


TCGGAGGCGG 


TCTGGAGGGA 


. 1320 


AACTTATCGG 


GACTGACAAC 


TCTGTTGTCC 


TCTCTCGGAA 


ATAGACCTCC 


TTCCCATGGC 


1380 


TGCTCGGGTG 


TGCTGCCAAG 


TGGATCCTGG 


GCGGGACGTC 


CTTTGTCTAC 


GTCCGGTCGG 


1440 


CGCTGAATCC 


GGCGGACGAC 


CGGTCTCGGG 


GCCGTTTGGG 


CCTCTACCGT 


CGCGTTCTTC 


1500 


ATCTGCCGTT 


CCGGCCGACC 


ACGGGGCGCG 


CCTCTCTTTA 


CGCGGTCTGC 


CCGTCTGTGC 


1560 


CTTCTCATCT 


GCCGGTCCGT 


GTGCACTTCG 


CTTCACCTCT 


GCACGTCGCA 


TGGAGACCAC 


1620 


CGTGAACGCC 


CACCAGGTCT 


TGCGGAAGGT 


CTTACATAAG 


AGGACTCTTG 


GACTCTCAGC 


1680 


GATGTCAACG 


ACCGACCTTG 


AGGGATATTT 


CAAAGACTGT 


TTGTTTAAAG 


ACTGGGAGGA 


1740 


GTTGGGGGAG 


GAGATTAGGT 


TAATGGTCTT 


TGTACTAGGA 


GGGTGTAGGC 


tv fr\ tv ^ t\ mr^/*y 

ATAAATTGGT 


1800 


CTGTTCACCA 


GCACCATGCA 


ACTTTTTCAC 


CTCTGGCTAA 


TCATCTCCTG 


TTCATGTCCT 


1860. 


ACTGTTCAAG 


CGTGCAAGv^T 


GTGCCTTGGG 


TGGCTTAGGG 


GCATGGAC.AT 


TGACACGTAT 


1920 


AAAGAATTTG 


GAGCTTCTGT ' 


GGAGTTACTC 


TCTTTTTTGC . 


CTTCTGACTT 


CTTTCCTTCT 


1980 


ATTGGAGATC 


TCCTCGACAG 


CGCCTTTGCT 


CTGCATCGGG 


AGGGCTTAGA 


GTCTCCGGAA 


2040 


GATTGTTCAC 


CTCACCATAC 


AGCACTCAGG 


CAAGCTATTG 


TGTGTTGGGG 


TGAGTTGATG 


2100 


AATCTGGCCA 


CCTGGGTGGG 


AAGTAATTTG 


GAAGACCCAG 


CATCCAGGGA 


ATTGGTAGTC 


2160 


AGCTATGTCA 


ATGTTAATAT 


GGGCCTAAAA 


ATCAGACAAC 


TATTGTGGTT 


• TCACATTTCC 


2220 


TGTCTTACTT 


TTGGAAGAGA 


AACGGTTCTT 


GAGTATTTGo 


TATCTGTTGG 


AGTGTGGATT 


2280 


CGCACTCCTC 


AAGCCTACAG 


ACGACGAAAT 


GCCCCTATCT 


TATCAACACT 


TCCGGAAACT 


: 2340 


ACTGTTGTTA 


GACGACGAGG 


CAGGTCCCCT 


AGAAGAAGAA 


CTCCCTCGCG 


TCGCAGACGA 


2400 


AGGTCTAAAT 


GGCCGCGTCG 


CAGAAGATCT 


CAATCTCGGG 


AATCTCAATG 


mm tv iHm'V m/^/*^/*» 

TTAGTATCCC 


2460 


TTGGACTGAT 


AAGGTGGGAA 


AGTTTACTGG 


TCTCTATTCT 


TCTACTGTAC- 


CTGTCTTTAA 


"1 C 1 

^520 


TCCTGAGTGG 


CAAACTCCCT 


CCTTTCCTAA 


TATTCATTTA 


CAGGAGGATA 


TTATTAATAG 




f^^fT\f^ TV A Z - * TV TV 

ATGTCAACAA 


TATGTAGGCC 


GTCTTACAGT 


TAATGAAAAA . 


AGGAGATTAA 


AATTAATTAT 


z64U 


GCCTGCTAGG 


TTCTATCCTA 


ACCTTACCAA 


ATATTTGCCG 


TTGGATAAAG 


yim tv mm tv a tv 

GTATTAAACC 


2700 


TTATTATCCT 


GAACATGCAG 


TTAATCATTA 


TTTGAAAACT 


AGGGATTATT 


m tv ">v m tv rr\ m 

TACATACTCT 


11 oU. 


GTGGAAGGCT 


GGCATTCTAT 


ATAAGAGAGA 


AAGTACAGGT 


AGTGCCTCAT 


TTTGTGGGTC 


282U 


ACCATATTCT 


TGGGAACAAG 


AGCTACAGCA 


TGGGAGGTTG 


GTCTTCCAAA 


CCTCGACAAG 


O Q Q /T 

2ooU 


GCATGGGGAC 


GAATCTTTCT 


GTTCCCAATC 


CTCTGGGATT 


CTTTCGCGAT 


CACCAGTTGG 


2940 


ACGCTGCATT 


CGGAGCCAAC 


TCAAACAATC 


CAGATTGGGA 


CTTCAACCCG 


AACAAGGATC 


3000 


ATTGGCCAGA 


GGCAAATCAG 


GTAGGAGCGG 


GAGCATTTGG 


GCGAGGGTTC 


ACTCCACCAC 


3060 


ACGGCGGTCT 


TTTGGGGTGG 


AGCCCTCAGG 


CTCAGGGCAT 


ATTGACAACA 


GTGCCAGCAG 


3120 



CGGCTCCTCC TGCCTCTACC AATCGGCAGT CAGGAAGACA GCCTACTCCC ATCTCTCCAC 



CTCTAAGAGA CAGTCATCCT CAGGCCATGC AGTGG 



3180 
3215 



(2) INFORMATION FOR SEQ ID NO : 298: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 3212 base pairs 

(B) TYPE: nucleic acid 

(C) STRAND EDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI -SENSE: NO. 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 298: 



AACTCCACCA 


CATTCCACCA 


AGCTCTGCTA 


GATCCCAGAG 


TGAGGGGCCT 


ATATTTTCCT 


60 


GCTGGTGGCT 


CCAGTTCCGG 


AACAGTAAAC 


CCTGTTCCGA 


CTACTGCCTC 


ACCCATATCG 


120 


TCAATCTTCT 


CGAGGACTGG 


GGACCCTGCG 


CCGAACATGG 


AGAACACAAC 


ATCAGGATTC 


. 180 


CTAGGACCCC 


TGCTCGTGTT 


ACAGGCGGGG 


rj\ fp f^i rp fT> ^ '"H rp 


' TGACAAGAAT 


CCTCACAATA 


240 


CCACAGAGTC 


TAGACTCGTG 


GACTTCTCTC 


AATTTTCTAG 


GGGGAGCACC 


CACGTGTCCT 


300 


GGCCAAAATT 


CGCAGTCCCC 


AACCTCCAAT- 


CACTCACCAA 


CCTCTTGTCC 


TCCAATTTGT 


360 


CCTGGCTATC 


GCTGGATGTG 


TCTGCGGCGT 


TTTATCATAT 


TCCTCTTCAT 


CCTGCTGCTA 


42 0 


TGCCTCATCT 


TCTTGTTGGC 


TCTTCTGGAC 


TACCAAGGTA 


TGTTGCCCGT 


TTGTCCTCTA • 


480 


CTTCCAGGAA 


CATCAACTAC 


CAGCACGGGA CCATGCAAGA CCTGCACGAT 


TCCTGCTCAA 


540 


GGAACCTCTA 


TGTTTCCCTC 


TTGTTGCTGT 


ACAAAACCTT 


C GG AC GG AAA 


TTGCACTTGT 


600 


ATTCCCATCC 


CGTCATCTTG 


GGCTTTCGCA 


AGATTCCTAT 


GGGAGTGGGC 


CTCAGTCCGT 


660 


TTCTCCTGGC 


TC AG TTT ACT 


AGTGCCATTT 


G^C^GTGGT 


TCGCAGGGCT 


TTCCCCCACT 


720 


GTTTGGCTTT 


CAGTTATATG 


GATGATGTGG 


TATTGGGGGC 


CAAGTCTGTA CAACATCTTG 


780 


AGTCCCTTTA 


TACCTCTATT 


ACCAATTTTC 


TTGTGTCTTT 


GGGTATACAT 


TTGAACCCTA 


840 


ATAAAACCAA 


ACGTTGGGGC 


TACTCCCTTA 


ACTTCATGGG 


ATATGTAATT 


GGAAGTTGGG . 


900 


GTACGTTACC 


ACAGGAACAT 


ATTGTACAAA 


AAATCAAGCA 


ATGTTTTCGG 


AAACTGCCTG 


960 


TAAATAGACC 


TATTGATTGG 


AAAGTATGTC 


AAAGAATTGT 


GGGTCTTTTG 


GGCTTTGCTG 


1020 


CCCCTTTTAC 


ACAATGTGGT 


TATCCTGCCT 


TGATGCCTTT 


ATATGCATGT 


ATACAAGCTA 


1080 


AGCAGGC TTT 


TACTTTCTCG 


TCAACTTACA 


AGGCCTTTCT 


GTGTAAACAA 


TATCTGCACC 


1140 


TTTACCCCGT 


TGCCCGGCAA 


CGGTCAGGTC 


TCTGCCAAGT 


GTTTGCTGAC 


GCAACCCCCA 


1200 


CTGGATGGGG 


CTTGGCCATA 


GGCCATCGGC - GCATGCGTGG AACCTTTGTG GCTCCTCTGC 


1260 



CGATGCATAC 


TGCGGAACTC 


C.TAGCAGCTT 


GTTTTGCTCG 


CAGGCGGTCT 


GGAGCGAAAC 


1320 


TTATCGGGAC 


TGACAACTCT 


GTTGTCCTCT 


CTCGGAAATA 


CACCTCCTTC 


CCATGGCTGC 


1380 


TCGGATGTGC 


TGCCAACTGG 


ATCCTGCGCG 


GGACGTCCTT 


TGTCTACGTC 


CCGTCGGCGC 


1440 


TGAATCCCGC 
TGCGGTTCCG 


GGACGACCCG 
GCCGACCACG 


TCTCGGGGTC 
GGGCGC AC CT 


GTTTGGGCCT 
CTCTTTACGC 


CTACCGTGCC 
GGTCTCCCCG 


CTTCTTCATC 
TCTGTGCCTT 


1500 
1560 


CTCATCTGCC 


GGACCGTGTG 


CACTTCGCTT 


CACCTCTGCA 


CGTCGCATGG 


AGACCACCGT 


1620 


GAACGCCCAT" 


CAGGTGTTGC 


CCAAGGTCTT 


ATATAAGAGG 


ACTCTTGGAC 


TTTGAGCAAT 


1680 


GTCAACGACC 


GACCTTGAGG 


CATACTTCAA 


AGACTGTTTG 


TTTAAGGACT 


GGGAGGAGTT 


1740 


GGGGGAGGAA 


CTTAGGTTAA 


TGATCTTTGT 


ACTAGGAGGC 


TGTAGGCATA 


AATTGGTCTG 


1800 


TTCACCAGCA 


CCATGCAACT 


TTTTCACCTC 


TGCCTAATCA 


TCTCTTGTTC 


ATGTCCTACT 


, 1860 


GTTCAAGCGT 


CCAAGCTGTG 


CCTTGGGTGG 


CTTTAGGACA 


TGGAGATTGA 


CGGATATAAA 


1920 


GAATTTGGAG 


CTTCTGTGGA 


GTTACTCTCT 


TTTTTGCCTT 


CTGACTTCTT 


TCCTTC^A^T 


1980 


CGAGATCTCC 


TCGACACCGC 


CTCTGCTCTG 


TATCGGGAGG 


CCCTAGAGTC 


TCCGGAGCAT 


2040 


TGTACACGTC 


AC C AT AC AGC 


ACTCAGGCAA 


GCTATTGTGT 


GTTGGGGTGA 


GTTGATGAAC 


.2100 


CTGGCCACCT 


GGGTGGGAAG 


TAATTTGGAA 


GATCCAACAT 


GCAGGGAAGC 


AGTAGTCAGC 


2160;. 


TATGTCAATG 


TTAATATGGG 


CCTAAAACTC 


AG AC AAC TAT 


TGTGGTTTCA 


CATTTCCTGT 


2220 


CTTACTTTTG 


GAAGAGATAC 


TGTTCTTGAG 


TATTTGGTGT 


CTTTTGGAGT 


GTGGATTCGG 


2230 


ACTCCT AC CG 


CTTAGAGACC: 


ACCAAATGCC 


CCTATCTTAT 


CAACACTTCC 


GGAAACTACT 


2340 


GTTGTTAGAC 


GACGAGGCAG 


GTCCGCTAGA 


AGAAGAACTC 


CCTCGCCTCG 


CAGACGAAGG 


2400 


TCTCAATCGC 


CGCGTCGCAG 


AAGATCTCAA 


TCTCGGGAAC 


CTCAATGTTA 


ATGTCCCTTG 


2460 


GACTGATAAG 


GTGGGAAACT 


TTACAGGACT 


TTACTCTTCT 


ACTGTACCTG 


TCTTTAATCC 


2520 


TGAGTGGCAA 


ACTCCCTCCT 


TTCCTAACAT 


TCATTTACAG 


GAGGACATTA 


TTGATAGATG 


2580 


TCAACAATAT 


GTGGGCCCTC 


TTACAGTTAA 


TGAAAAAAGG 


AGATTAAAAT 


TAATTATGCC 


2640 


TGCTAGGTTT 


TATCCAAACC 


TTACCAAATA 


TTTGCCCTTG 


GATAAAGGCA 


TTAAACCTTA 


£700 


TTATCCTGAA 


CATGCAGTTA 


ATGATTACTT 


TCAAACTAGG 


CATTATTTAC 


ATACTCTGTG 


2760 


GAAGGCTGGC 


ATTCTATATA 


AGAGAGAAAC 


TACCCGCAGC 


GCTTCATTTT 


GTGGGTCACG 


2820 


ATATTCTTGG 


GAACAAGAGC 


TACAGCATGG 


GAGGTTGGTC 


TTCCAAACGT 


CGACAAGGCA 


2880 


TGGGGACGAA 


TCTTTCTGTT 


CCCAATCCTC 


TGGGATTCTT 


TCCCGATCAC 


CAGTTGGACC 


2940 


CTGCGTTCGG 


AGCCAACTCA 


AACAATCCAG 


ATTGGGACTT 


CAACCCCAAC 


AAGGATCATT 


3000 


GGCCAGAGGC 


CAATCAGGTA 


CjG ACjT bLrUALr 


L ATTCGoCjL L 


ALtLju 1 i L AL L 


L L AL L AL AL 


jUDU 


GGGGTCTTTT 


GGGGTGGAGC 


CCTCAGGCTC 


AGGGGATATT 


GACAACAGTG 


CCAGCAGCGC 


3120 


CTGCTCCTGC 


CTCTAGCAAT 


CGGCAGTCAG 


GAAGACAGCC 


AACTCCCATC 


TGTCCACCTC 


3180 


TAAGAGACAG 


TCATCCTCAG 


GGCATGCAGT 


GG 






3212 



(2) INFORMATION FOR SEQ ID NO: 299: 



(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 3215 base pairs 
■(B) TYPE: nucleic acid 

(C) STRAND EDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL : NO 
(iv) ANTI- SENSE: NO. 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 299: 



AACTCCACAA 


CATTCCAACA 


AGCTCTGCAG 


GATCCCAGAG 


TCAGGGTCCT 


TTATTTTCCT 


60 


GCTGGTGGCT 


CCAGTTCCGG 


AACAGTAAAC 


CCTGTTCCGA 


CTACTGCCTC 


TCTCATTTCG 


120 


TCAATCTTCT 


CGAGGATTGG 


GGACCCTGTA 


ACGAACATGG 


AGAACACAAC 


ATCAGGATTC 


180 


CTAGGACCCC 


TGCTCGTGTT 


ACAGGCGGGG 


TTTTTCTTGT 


TGACAAAAAT 


CCTCACAATA 


240 


CCACAGAGTC 


TAGACTCGTG 


GTGGACTTCT 


CTCAATTTTC 


TAGGGGGAGC 


. ACCCGTGTGT 


300 


CCTGGCCAAA 


ATTCGCAGTC 


CCCAACCTCC 


AATCACTCAC 


CAACCTCTTG 


TCCTCCAATT 


360 


TGTCCTGGCT 


ATCGCTGGAT 


GTGTCTGCGG 


CGTTTTATCA 


TCTTCCTCTT 


CATCCTGCTG - 


420 


CTATGCCTCA 


TCTTCTTGTT 


GGTTCTTCTG 


GACTACCAAG 


GTATGTTGCC 


CGTTTGTCCT 


480 


CTACTTCCAG 


GAACATCAAC 


TACCAGCACG 


GGACCATGCA 


AGACCTGCAC 


GATTCCTGCT 


540 


CAAGGAACCT 


CTATGTTTCC 


CTCATGTTGC 


TGTACAAAAC 


CTTCGGACGG. 


AAACTGCACT_ 


600 


TGTATTCCCA 


TCCCATCATC 


CTGGGCTTTC 


GTAAGATTCC 


TATGGGAGTG 


GGCCTCAGTC 


660 


CGTTTCTCCT 


GGCTCAGTTT 


ACTAGCGCCA 


TTTGTTCAGT 


GGTTCGTAGG 


GCTTTCCCCC 


720 


ACTGTTTGGC 


TTTCAGTTAT 


ATGGATGATG 


TGGTATTGGG; 


GGCCAAGTCT 


GTACAACATC 


780 


TTGAGTCCCT 


ttatacctct 


ATTACCAATT 


TTCTTTTGTC 


TTTGGGTATA 


CATTTAAACC 


840 


CTAATAAAAC 


CAAAAGATGG 


GGCTATTCCC 


TTAACTTCAT 


GGGCTATGTA 


ATTGGAAGTT 


- 900 


GGGGTACCTT 


ACCACAAGAA 


CATATTGTAC 


TAAAAATCAC 


ACAATGTTTT 


CGAAAACTTC 


960 


CTGTTAATAG 


GCCTATTGAT 


TGGAAAGTGT 


GTCAAAGAAT 


TGTGGGTCTT 


TTGGGCTTTG 


1020 


CTGCCCCTTT 


TACACAATGT 


GGGTATCCTG 


CCTTAATGCC 


CTTGTATGCC 


TGTATTCAAG . 


1080 


CTAAGCAGGC 


TTTCACTTTC 


TCGCCAACTT 


ATAAGGCCTT 


TCTGTGTAAA 


CAATATCTGA 


. 1140 


ACCTTTACCC 
CCACTGGCTG 


CGTTGCCCGG 
GGGCTTGGCC 


CAACGGTCTG 
ATGGGCCATC 


GTCTTTGCCA 
AGCGCATGCG 


AGTGTTTGCT 
TGGAACCTTT 


GACGCAACCC 
GTGGCTCCTC 


1200 
1260 


TGCCGATCGA 


TACTGCGGAA 


CTCCTAGCGG 


CTTGTTTTGC 


TCGCAGCCGG 


TCTGGAGCAA 


1320 


ACATTATCGG 


AACCGACAAC 


TCTGTCGTCC 


TCTCTCGGAA 


ATACACATCC 


TTTCCATGGC 


1380 


TGCTCGGGTG 


TGCTGCCAAC 


TGGATCCTAC 


GCGGGACGTC 


CTTTGTTTAC 


GTCCCGTCGG 


1440 


CGCTGAATCC 


CGCGGACGAC 


CCGTCTCGCG 


GCCGTTTGGG 


GCTCTACCGT 


CCCCTTCTTT 


1500 



AjXU ILxv^U^j I I 


PPPPPP A APP 


AL. VjUCjCj L bt A 


CCTCTCTTf A CGCGGTCTCC CCGTCTGTGC 


xjO U 


ptTptp a tpt 


nHHcc apppt 


LjIULALT 


GTTCACGTCT 


GCACGTCGCA 


TGGAAACCAC 




x vjAA^vjv^l, 


P AP ATPPTPT 
CAL A I vjvj 1 L. X 


1 LtL.LLAACj<j 1 


. GTTGCATAAG 


AGAACTCTTG 


GAGTCTCAGC 


xooU 


A A TOT/'"' A APP 




APf^P ATA TTT 

AvjCjLAIAI I x 


CAAAGACTGT 


GTGTTCAAAG 


ACTGGGAGGA 


1 / 4U 

/ 


1 1 <jIj*joVjA^j 


P APPTT A PAT 
VjAub i 1 AoA X 


T A A APPTPTT 
1 AAAvavj iLl i 


TGTACTAGGA 


GGCTGTAGGC 


ATAAATTGGT 


1 Q C\ C\ 


U I brV-VjUAUv^A 


PPAPP ATPP A 


A PTTTTTP A P 
AV*. 11111 Av- 


CTCTGCCTAA TCATCTCATG 


TTGATGTGCT 


i q a n 


AUHal lUAAvj 


PPTPP A APPT 


VJ 1 LiCU X 1 KJ\J<3 


TGGCTTTGGG 


GCATGGACAT 


TGACCCTTAT 


1 QO ft 


AAAtaAAl 1 IVj 


/"* APPTTPTPT 


■ PP APTTA/^TP 

o^jALj x x AL 1 L. 


TCTTTTTTGC CTTCTGATTT CTTTCCATCT 


1 QQA 

xyo u 


a m mp r* a /-» a /-» 0 
A 1 I LuAVjAuC 


TPPTPP AP AP 


c*CT , r >r vn appt 


CTGTATCGGG AGGCCTTAGA GTCTCCGGAG 


<L U *i u 


r* a ttpttp a p 


ptp ar^ AT 1 AP 


APP APTP APP 
rtAjrW AL 1 L.rt.Lj^a 


CAAGCTGTTC 


TGTGTTGGGG 


TGAGTTAATG 


4XUU 


Art. X ^ X Lj\-TV— X rt. 


PPTPPPTPPP, 


A APT A ATTTP 
rtrt.Vj X rtrt 1 1 iu 


GAAGACCCAG 


CATCAAGAGA 


ATTGGTAGTC 


6 xu u 


arTT'iTrTra 

rtVj 1 irtiul A 


A TPTT A A rn A T 
Aiui i AA x A x 


rrcnr^i a a a 


ATCAGGCAAC 


TGTTGTGGTT 


TCATATTTCC 


^ x> x> AJ 


T O T O T m a O T T 

i \J 1 L - X A^ * I 


TTPPA APAPA 

1 1 Vj^AAVjAV^rA 


A A C rry C f T ,r PC r V r P 

rtrt.V_ *Ui iL 1 1 


GAGTACTTGG 


TGTCCTT7GG 


AGTGTGGATT 


9 9^0 


UvjL.Av_ I I U 


rrrr , T ,f i l Ar ap 

x IAv-^v 


APPAPPAAAT 
Av- U rt.\w AAA 1 


GCCCCTATCT 


TATCAACACT 


TCCGGAAACT 




AL, 1 y 1 Ibl I A 


p app a ap app 
vjAV- AAVj-ALj 


"wAVjrLr iLLLl i 


AGAAGAAGAA 


CTCCCTCGCC 


TCGCAGACGA 




Avj(j 1 1 LAA i 




P A P A A P A TPT 
L. AkjAAtjA 1L1 


CAATCTCGGG 


AATCCCAATG 


TTAGTATCCC 




1 1 bunL I V_ A X~ 


a iprTTfr a a 


AfTTT ApTPP 


GCTTTATTC T 


TCTACTGTAC 


CTGTCTTTAA 


9 S90 

Ct ~J Cm V 


rppr'T'PZ. A TPP 


PA A APTPPPT 
^AAA\- iLLL. i 


V^X j. _ _ v^ 1 ^ 1 vjrt 


Q A ^TQ A^TT^Q 


CAGGAGGACA 


TTATTAATAG 


9 sao 


2VTP.TP aaPli 
Aiul v_ AA*w AA 


^ATPTPPPPP 


pmp-mT Ap APT 
L 1L x i rt\^rt.Va j. 


TAATGAAAAA 


AGAAGATTAA 


AATTAATTAT. 


2640 




rnmrnrn t\ T'PP "T A 
1 i j. 1 A X V_ x A 


AppTTApT A A 
L. x - x Art. 


ATATTTGCCC 


TTAGACAAAG 


GCATTAAACC 


2700 


TT ATT AT»r»p A. 


PA AP AP AP AP 


aifa ATp ATT A 
x iAniLAl Xrt 


CTTCAAAACT 


AGGCATTATT 


TGCATACTCT- 


2760 


PTPPA APPPT 


rr^ a ptpt a m 


ATAAPAPAPA 
rt. x jiArt.vjrt.v»7rt.v«jrt. 


AACTACACGC 


AGCGCCTCAT 


TTTGTGGGTC 


2820 


rtA^. *wAXAX J. ^ 1 


TPPPAAP A AP 


APp^PAP APPA 
rt.vj\_ x rtv^rtvj^-rt. 


TGGGAGGTTG 


GTGTTCAAAA 


CCTGGGAAAG 


^2880 


PP ATPPPPAP 


PA ATPTTTPP 

VJAA 1 X X X V—Vj 


PTAPPPA ATP 


CTCTGGGATT 


CTTTCCCGAT 


CACCAGTTGG 


2940 


APPPTPPPTT 
rt^«v«.Vw 1 vjv^vj x 1 


PPPAPPCAAP 


TP AAAPAATP 


CCGATTGGGA CTTCAACCCC AACAAGGATC 


3000 


APTPPPP AP A 
AL. 1 VjVjV^C AljA 


PPPA A ATP AP 
vjvjv_ AAA x v-Aw 


PT A PP A PP PP 


GAGCATTCGG 


GCCAGGGTTC 


ACCCCACCAC 


3060 


ACGGAGGTCT 


TTTGGGGTGG 


AGCGCTCAGG 


CCCAGGGGAT 


ATTGACAACA 


GTGCCAGCAG 


3120 


CTCCTCCTTC 


TGCCTCCACC 


AATCGGGAGT 


CAGGAAGAGA GCCTAGGCCC ATCTCTCCAC 


3180 


CTCTAAGAGA 


CAGTCATCCT 


CAGGCCATGC 


AGTGG 






3215 


(2) INFORMATION FOR SEQ ID NO: 300: 









(i) SEQUENCE CHARACTERISTICS :■ 

(A) LENGTH: 3215 base pairs 
(3) TYPE: nucleic acid 

(C) STRAND EDNESS : single 

(D) TOPOLOGY: linear 



(ii) MOLECULE TYPE: DNA (genomic)' 
(iii) HYPOTHETICAL : NO 
(iv) ANTI-SENSE: NO 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 300: 



AACTCCACAA 


CATTCCAACA 


AGCTCTGCTA 


GATCCCAGAG 


TGAGGGGCCT 


ATATTTTCCT 


60 


GCTGGTGGCT 


CCAGTTCCGG 


AACAGTAAAC 


CCTGTTCCGA 


CTACTGCCTC 


TCTCATTTCG 


120 


TCAATCTTCT 


CGAGGACTGG 


GGACCCTGTA 


ACGAACATGG 


AGAACACAAC 


ATCAGGATTC 


180 


CTAGGACCCC 


TGCTCGTGTT 


ACAGGCGGGG 


TTTTTCTTGT 


TGACAAGAAT 


CCTCACAATA 


240 


CCACAGAGTC 


TAGACTCGGG 


GTGGACTTCT 


CTCAATTTTC 


TAGGGGAAGC 


ACCAAGGTGT 


300 


CCTGGCCAAA 


ATTCGCAGTC 


CCCAACCTCC 


AATCACTCAC 


CAACCTCTTG 


TCCTCCAATT 


360 


TGTCCTGGCT 


ATCGCTGGAT. 


GTGTCTGCGG 


CGTTTTATCA 


TCTTCCTCTT 


CATCCTGCTG 


. 420 


CTATGCCTCA 


TCTTCTTGTT 


GGTTCTTCTG 


GACTACCAAG 


GTATGTTGCC 


CGTTTGTCCT 


480 


CTACTTCCAG 


GAACATCAAC 


TACCAGCACG 


GGACCATGCA 


AGACCTGCAC 


GATTCCTGCT 


540 


CAAGGAACCT 


CTATGTTTCC 


CTCATGTTGC 


TGTACAAAAC 


CTTCGGACGG 


AAACTGCACT , 


600 


TGTATTCCCA 


TCCCATCATC 


CTGGGCTTTC 


GTAAGATTCC 


TATGGGAGTG 


GGCCTCAGTC 


660 


CGTTTCTCCT 


GGC TCAGTTT 


ACTAGCGCCA 


TTTGTTCAGT 


GGTTCGTAGG 


GCTTTCCCCC - 


72 0 


ACTGTTTGGC 


TTTCAGTTAT 


ATGGATGATG 


TGGTATTGGG 


GGCCAAGTCT 


GTACAACATC 


780 


TTGAGTCCCT 


TTATACCTCT 


ATTACCAATT 


TTCTTTTGTC 


TTTGGGTATA 


CATTTGAACC 


840 


CTAATAAGAC 
GGGGTACCTT 


CAAAAGATGG 
AC C AC AAGAA 


GGCTATTCCC 
CATATTGTAC 


TTAACTTCAT 
TAAAAATCAA 


GGGCTATGTA 
ACAATGTTTT 


ATTGGAAGTT 
CGAAAACTTC 


900 
960- 


CTGTAAATAG 


GCCTATTGAT 


TGGAAGGTCT 


GCCAAAGAAT 


TGTGGGTCTT 


TTGGGATTTG 


1020 


CTGCCCCTTT 


TACACAATGT 


GGATATCCTG 


CCTTAATGCC 


TTTGTATGCA 


TGTATTCAAG 


^1080 


CTAAGCAAGC 


TTTCACTTTT 


TCGTCAACTT 


ACAAAGCCTT 


TCTGTGTAAA 


CAATATCTGA 


1140 


ACCTTTACCC 


CGTTGCCCGG 


CAACGGTCTG 


GTCTCTGCCA 


AGTGTTTGCT 


GACGCAACCC 


1200 


CCACTGGCTG 


GGGCTTGGCC 


ATTGGCAATC 


AGCGCATGCG 


TGGAACCTTT 


GTGGCTCCTC 


1260 


TGCCGATCCA 


TACTGCGGAA 


CTCCTAGCAG 


CTTGTTTTGC 


TCGCAGCCGG 


TCTGGAGCAA ' 


■ 1320 


AACTTATCGG 


AACTGACAAC 


TCTGTCGTCC 


TCTCTCGCAA 


ATACACATCC 


TTTCCATGGC 


1380 


TGCTCGGCTG 


TGCTGCCAAC 


TGGATCCTAC 


GAGGGACGTC 


CTTTGTTTAC GTCCCGTCGG 


1440 


CGCTGAATCC 


CGCGGACGAC 


CCGTCTCGGG 


GCCGTTTGGG 


GATCTACCGT 


CCCCTTCTTC ' 


1500 


GTCTGCGGTT 


CCGGCCAACC 


AC GGGGCGC A 


CCTCTCTTTA 


CGCGGTCTCC 


CCGTCTGTGC 


1560 


CTTCTCATCT 


GCCGGACCGT 


GTGCACTTCG 


CTTCACCTCT 


GCACGTCGCA 


TGGAGACCAC 


1620 


CGTGAACGCC 


CACATGGTAT 


TGCCCAAGGT 


CTTGCATAAG 


AGGACTCTTG 


GACTCTCAGC 


1680 



GATGTG AAC 0 


ACCGAGG TTG 


AGGGA1AG 1 I 


paaaPAPTPT PTATTTAaap arTrrrAfpa 
G AAAGAG IG1 G1A111 AAAG AG I GGGAGGA 


i 7/in 


GTTGGGGGAG 


z'"* 7V /"» TV T»T> A 'P TV T 

GAGATTAGA 1 


1AAAGGIG I 1 


tp t a p t a pp a rrrTPT a ppp at 1 a a attppt 

1GIAG1AGGA GGG1G1AGGG A1AAA11GG1 


louu 


G I GGGG AGG A 


GG AGGA I GG A 


AG 1 I U TG AG 


PTPTPPPTAA TP a^PTP a TP TTP 7A TPTPPT 
GIGIGGG1AA IGAxGlGAIG I1GA1G1GG1 


loou 


a /~*tpttp a ar 
AG 1 G 1 I G AAG 


P/TpfT^ TV TV ^PT 

GG 1 GGAAGG 1 


PTPPPTTPPP 

G1GGG 1 I GGG 


TPPPTTTPPP PPATPPAPAT TPAPPPTTAT 
1GGG1 1 Iuvjvj bLnluvjALnl 1GAGGG1 1AI 


1 QO 0 
IjZU 


AAAGAA1 I 1G 


GAGG 1 I G I G 1 


pp a fTT a ptp 
GGAG 1 1 AG i G 


TPTTTTTTCP fTTPTraTTT PTTTPPATPT 
1G111111 GV-. G 1 1 G 1 GA 111 Gil 1 GGA 1 G 1 




AI 1GGAGAGG 


1 G G 1 G GAG AG 


GGGG I GAGG J. 


PTPTATPPPP APPPPTTAPA PTPTPPPPAA 
G1G1A1GGGG rtGGGGllAGA G 1 G 1 G GGGAA 


on/in 


GA 1 1 G 1 1 GAG 


G JLGAGGA1AG 


fip^APTr'Ar'P 
AGG AG 1 GAGG 


P a APPTPTTP TPTPTTPPPP TPAPTTAATP 
GAAGG I G 1 IG 1 G 1 Gil GGGG 1 GAG 1 1 AA I G 


Z1UU 


AA 1 G 1 GGv^ 1 A 


GG 1 GGG I GGG 


AAGj.AA1 ilu 


PAAPAPPPAP PATPPaPPPA AT^APTPPTP 
GAAGAGGv»..Avj Urli^^AijiaOA AliAGlGGlG 


z x o u 


AG I 1 A1G 1 LA 


A P TV 1 PHI A AfAT 

AGA1 1AA1A1 


CfTT'CT' A a a a 
GGGGG 1 AAAA 


ATpapapaaP tattptppt"! 1 tpapatttpp 

A 1 GAGAG AAG 1 A 1 1 G 1 GG 11 1 GAGA 11 IGG 


Z Z 4& U 


I GIG I xAG I 1 


TTPPA A P A ^ A 
1 I GGAAGAvjA 


a aP r PP' T "T , PT ,r P 
AA G lui I G 1 1 


P APTATTTPP TPTPTTTTPP APTPTPPATT 




GGGAG IGG xG 


pppptt ap ap 
GGGG i 1 AG AG 


appappa a at 1 

AG GAGG AAA 1 


PPPPPTATPT TATPAAPAPT TPPPPAAAPT 


Z J ** u 


AG llji i G 1. 1 A 


uaL GIG GAvjG 


p apptppppt 


APAaPAAPaa CTCCCTC(ZCC TCCICACIACCIA 


2400 


AGvj.l G l G AA I 


GAG G orG blLb 


papa apa r pp r r | 

G AGAAGA ILi 


PAATP'TPPPP -AAT^rrAA^fl' T^aPTATPfT 


9dfi0 

"tOU 


1 1 GGAG I G A 1 


a a rfrrTT an 
AAGG 1 GGGAA 


a pttt a ptpp 
AG 1 i i AG 1 GG 


PPTTTaT^PT TPTaPTPTAP PTPTPTTTAA 
GG lllAl^Gl 1G1 AG l vj 1 AG G 1 \j 1 G 1 1 inn 


9 S 9 0 


tpptpa ta^pp 
1 GG 1 GAA 1 GG 


pa a AfTPPPT 

GAAAG 1GGG I 


Glil IGG IGA 


P ATTPATT'TP PAPPAPPAPA TTATTAATAP 


9 SAO 

Z. J o u 


A 1 G 1 G AAG AA 


rn a TTTrTTrT 
iAHjlbvjvjLL 


pTPTTapaPT 

G I G 1 1 AG AG 1 


TAATPAAAAA APAAPATTAA AAT^AATTAT 


9 640 


ppptpp^app 

GGG 1 Gv^ j. Auu 


111 I AxGG 1 A 


arr^irr a a 

AGG x iALtiin 


ATA'^'T'^'PPPr T"^ APA^A A AP pp ATT A A ACC 


2700 


t t a t m a Trr t 1 


GAihG A j. GGAG 


t<t a a t»p a tt a 


PTTPAAAACA AnnCAT^ATT TACATACTGT 


2760 


G i GG AAGGG ! 


prf A rn/-»rpm AT" 

GGGA1G i iAi 


a^aaaapapa 

A x AAAAG AGA 


AAPTAPAPPP APTPPPTPAT TTTPTPnCTFC 


2820 


a pp a t a ttp ^ 


Tfrp a a p a a p 
1 GGGAAG AAG 


appfap anr a 


TPPPAPPTTG (TTr^TPP AAA v rCTPGnAAAP 


2880 


GG A 1 GvjGvjAG 


pa a tptt'T'PT 
GAA 1 G 1 * - G 1 


PTTPPP a a TP 
G I iL^L AA 1 G 


PTP^PPPATT PT^TPPPPAT C ACPAdTTPP 


2940 


appptpp att 


ppp appp a ap 

G OGAGG G ArVG 


tp a a a p a a tp 

1 ^x-v/tl£-v>v_ j-vrt. 1 v_ 


papattpppa rT^CAArprr aacaappatc 


3000 


AATGGCCAGA 


GGC AAATCAG 


GTAGGAGCGG 


GAGCATTGGG GCCAGGGTTC ACGCCACCAC 




ACGGAGGTCT 


TTTGGGGTGG 


AGCCCTGAGG 


CACAAGGCAT ATTGACAACA CTGCCAGCAG 


3120 


CTCCTCCTCC 


TGCCTCCACC 


AATCGGCAGT 


CAGGAAGACA GGCTACGCCC ATCTCTCCAC 


3180 


CTCTAAGAGA 


CAGTCATCCT 


CAGGCCATGC 


AGTGG 


3215 



(2)' INFORMATION FOR SEQ ID MO: 301: 

(i) SEQUENCE CHARACTERISTICS: 

(A) . LENGTH: 3161 base pairs 

(B) TYPE: nucleic acid 

(C) STRAND EDNESS : single 
. (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 

(iii) HYPOTHETICAL: NO 

(iv) ANTI-SENSE : NO ' 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 301: 



AATTCCACAA 


CCTTCCACCA 


AACTCTACAA 


GATCCCCCTG 


CTGGTGGCTC 


CAGTTCAGGA 


60 


ACAGTAAACC 


CTGTTCCGAC 


TACTGTCTCT 


CACATATCGT 


CAATCTTCAC 


GAGGATTGGG 


120 


GACCCTGCAC 


TGAACATGGA 


GAACATCACA 


TCAGGATTCC 


TAGGACCCCT 


GCTCGTGTTA 


130 


CAGGCGGGGT 


TTTTCTTGTT 


GACAAGAATC 


CTCACAATAC 


CGCAGAGTCT 


AGACTCGTGG - ' 


240 


TGGAGTTf'Tf' 


TGAATT'TTPT 


AGGGGG A APT 


APPGTGTGTC 


TTGGCCAAAA 


TTPGP AGTCG 


300 


CCAACCTCCA 




AAPPTPPTGT 

iT/lU X V-V_ X. VJ X 


PP TPCAACTT 


GTCCTGGTTA 

vj x v_ V-» X vjvj x x rv 


TPGPTGGATG 

x \_ v— x V> vjii x vj 


360 


TCTrTGr^Gr 


GTTTTATf' AT 

VJ X i X X jTl X *i X 


PTTPPTPTTP 


ATPPTGCTGP 

*^ X V» >w X VJV» X UVj 


TATGGCTCAT 


CTTCTTGTTG • 


420 


VJ L i. X a Vrf A. SJNJ 


ACTATG AAGG 


TATGTTGPPP 


GTTTGTCCTC 


TAA^TCCAGG 


ATCTTC AACC 


480 


ArrAGGACGG 

fiV. V^.xVvJV_.rT.V_ U\J 


GACP ATGGAG 


QACC^CCACQ 

vj*iv» v— .». uv*nu 


ACTCCTGCTC 


AAGGCAACTC 


TATGTATCCC 


540 


i vj *- — r *w ^ 

TGGGCTTTCG 


GTACCAAACC 
GAAAATTCCT 


TTCGGACGGA 
ATGGGAGTGG 


AATTGCACCT 
GCCTCAGCCC 


GTATTCCCAT 
GTTTGTCCTG 


CCCATCATCT 
GCTCAGTTTA 


600 
660 


CTAGTGCCAT 


TTGTTCAGTG 


GTTCGTAGGG 


CTTTCCCCCA 


CTGTTTGGCT . 


TTCAGTTATA 


720 


TGGATGATGT 


GGTATTGGGG 


GCCAAGTCTG. 


TACAGCATCT 


TGAGTCCCTT 


TTTACCGCTG 


780 


TTACCAATTT 


TCTTTTGTCT 


TTGGGCATAC 


ATTTAAACCC 


TAACAAAACA 


AAAAGATGGG 


840 


GTTACTCTTT 


ACACTTCATG 


GGCTATGTCA 


TTGGATGTTA 


TGGGTCATTG 


CCACAAGATC 


900 


ACATCAGACA- 


GAAAATCAAA 


GAATGTTTTA 


GAAAACTTCC 


TGTTAAC AGG 


CCTATTGATT 


960 


GGAAAGGCTG 


TCAACGAATT 


GTGGGTTTAT 


TGGGTTTTGC 


TGCCCCTTTT 


ACACAATGTG 


1020 


GTTATCCTGC 


GTTGATGCCT 


TTGTATGCAT 


GTATTCAATC 


TAAGCAGGCT 


TTCACTTTCT 


1080. 


CGCCAACTTA 


CAAGGCCTTT 


CTGTGTAAAC 


AATACCTGAA 


CCTTTACCCC 


GTTGCCCGGC 


1140 


AACGGCCAGG 


TCTGTGCCAA 


GTGTTTGCTG 


ACGCAACCCC 


CACTGGCTGG 


GGCTTGGTCA 


1200 


TGGGCCATCA 


GCGCATGCGT 


GG AACCTTTC 


GGGCTCCTGT 


GCCGATCCAT 


ACTGCGGAAC 


k 1260 


TCCTAGCCGC 


TTGTTTTGCT 


CGCAGCAGGT 


CTGGAGCAAA 


CATTCTCGGG 


ACGGATAACT 


1320 


TTGTTGTCCT 


ATCCCGCAAA 


■ TATACATCGT 


TTCCATGGCT 


GCTAGGCTGT 


GCTGCCAACT 


1380 


GGATCCTGAG 


CGGGACGTCC 


TTCGTTTACG 


TCCCGTCGGC 


GCTGAATCCA 


GCGGACGACC 


1440 


CTTCTCGGGG 


CCGCTTGGGA 


CTCTCTCGTC 


CCCTTCTCCG TCTGCCGTTT CGTCCGACCA 


1500 


CGGGGCGCAC 


CTCTCTTTAC 


GCGGACTCCC 


CGTCTGTGCC TTCTCATCTG CCGGACCGTG 


1560 


TGCACTTCGC 


TTCACCTCTG 


CACGTCGCAT 


GGAGACCACC 


GTGAACGCGC 


ACCAATTCTT 


1620 


GCCCAAGGTC 


TTACATAAGA 


GGACTCTTGG 


ACTCtCAGCA ATGTCAACGA CCGACCTTGA 


1680 


GGCATACTTC 


AAAGACTGTT 


TGTTTAAAGA 


GTGGGAGGAG 


TTGGGGGAGG 


AGATTAGATT 


1740 


AAAGTTGTTT 


GTATTAGGAG 


GCTGTAGGCA 


TAAATTGGTC^ 


TGCGCACCAG 


CACCATGCAA 


1800 


CTTTTTCACG 


TCTGCCTAAT 


CATCTCTTGT 


TGATGTCCTA CTGTTCAAGC CTCCAAGCTG 


1860 



TGGCTTGGGT 


GGCTTTAGGA 


CATGGACATT 


GATCCTTATA 


AAGAATTTGG 


AGGTTCTATG 


1920 


GAGTTGCTCT 


CGTTTTTGCC 


TTCTGACTTC 


TATCCTTCAG TACGAGATCT 


TCTAGATACC 


1980 


GCCTCAGCTC 


TATATCGGGA 


AGCCTTAGAG 


TCTCCTGAGC 


ATTGTACACC 


TCATCATACT 


2040 


GCfACTCAGGC 


AAGCAATTCT 


T'TGCTGGGGG- 


GAATTAATGA CTCTAGCCAC 


CTGGGTGGGT 


2100 


GGTAATTTGC 


AAGATCCAAC 


ATCCAGGGAC 


CTAGTAGTCA GTTATGTTAA 


CAGTAATATG 


2160 


GGCCTAAAGT 


TCAGGCAACT 


ATTGTGGTTT 


CACGTTTCTT 


GTCTCACTTT 


TGGAAGAGAA 


2220 


ACAGTCGTAG 


AGTATTTGGT 


GTGTTTTGGA 


GTGTGGATTC 


GCACTCCTCA 


AGCTTATAGA 


2280 


CCACCAAATG 


GCCCTATCTT 


ATCAACACTT 


CCGGAGACTT 


GTGTTGTTAG 


ACGACGAGGC 


2340 


AGGTCCCCTA 


GAAGAAGAAC 


TCCCTCGCCT 


CGCAGAGGAA 


GGTCTCAATC 


GCCGCGTCGC 


. 2400 


AGAAGATCTC 


AATCTCGGGA 


ATCTCAATGT 


TAGTATTCGT 


TGGACTCATA 


AGGTGGGAAA 


2460 


CTTTAGGGGG 


GTTTATTCTT 


CTACTGTTCC 


TGTCTTTAAG 


CCTCATTGGA 


AAACACCCTG 


2520 


TTTTCCTAAT 


ATACATTTAC 


ACCAAGACAT 


TATCAAAAAA 


TGTGAACAAT 


TTGTAGGCCC 


2580 


ACTCACAGTC 


AATGAGAAAA 


GAAGACTGCA 


ATTGATTATG 


CCTGTCAGGT 


TTTATCCAAT 


2640 


GGTTACCAAA 


TATTTGCCAT 


TGGATAAGGG 


TATTAAACGG 


TATTATCCAG 


AACATCTAGT 


2700 


TAATCATTAC 


TTCCAAACCA 


GACATTATTT 


ACAGACTCTA 


TGGAAGGCGG 


GTGTATTATA 


2760 


TAAGAGAGAA 


ACAACACATA 


GCGCCTC ATT 


TTGTGGATCA CCATATTGTT 


GGGAACAAGA 


2820 


GATACASCAT 


GGGGCAGAAT 


CTTTCCACCA 


GCAATCCTCT 


GGGATTCTTT 


CCCGACCACC 


2880 


AGTTGGATCC 


AGCCTTCAGA 


GCAAACACCG 


CAAATCCAGA 


TTGGGACTTC 


AATCCCAACA 


2940 


AnnArArrTf; 




AArAAnriTAO 


GAGCTGGAGC 


ATTCGGGCTG 




3000 


CACCGCACGG 


AGGCCTTTTG 


GGGTGGAGCC. 


CTCAGGCTCA 


GGGCATACTA 


CAGAGCGTGC 


.3060 


CAGCAAATCC 


GCCTCCTGCC 


TCTACCAATC 


GCCAGACAGG 


AAGGCAGCGT 


ACGGCTCTGT 


3120 


CTCCACCTTT 


GAGAGACACT 


CATCCTCAGG 


GCATGCAGTG 


G 




3161 



(2) INFORMATION FOR 'SEQ ID NO: 302: 

• (i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 3182 base pairs 

(B) TYPE: nucleic acid 

(C) STRAND EDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI- SENSE: NO 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 302: 
AACTCCACAA CCTTCCACCA • AACTCTGCAA GATCCCAGAG TGAGAGGCCT GTATTTCCCT 



60 



GCTGGTGGCT 


CCAGTTCAGG 


AACAGTAAAC 


GCTGTTCCGA 


CTACTGCCTC 


TCACTTATCG 


120 


TCAATCTTCT 


CGAGGATTGG 


GGACCCTGGG 


CTGAACATGG 


AGAACATCAC 


ATCAGGATTC 


180 


CTAGGACCCC 


. TTCTCGTGTT 


ACAGGCGGGG 


TTTTTCTTGT 


TGACAAGAAT 


CCTCACAATA 


240 


CCGCAGAGTC 


TAGACTCGTG 


GTGGACTTCT 


CTCAATTTTC 


TAGGGGGAAC 


TACCGTGTGT 


300 


CTTGGCCAAA 
TGTCCTGGTT 


ATTCGCAGTC 
ATCGCTGGAT 


CCCAACCTCC 
GTGTCTGCGG 


AATCACTCAC 
CGTTTTATCA 


CAACGTCCTG 
TCTTCCTCTT 


TCCTCGAACT 
CATCCTGCTG 


360 
420 


CTATGCCTCA 


TCTTCTTGTT 


. GGTTCTTCTG 


GACTATCAAG 


GTATGTTGCC 


CGTTTGTCCT 


480 


CTAATTCCAG 


GATCCTCAAG 


CACCAGCACG 


GGACCATGCC 


GAACCTGCAC 


GACTGCTGCT 


540 


CAAGGAACCT 


CTATGTATCC 


CTCCTGTTGG 


TGTACCAAAC 


CTTCGGACGG 


AAATTGCACC 


600 


TGTATTCCCA 


TCCCATCATC 


CTGGGGTTTC 


GGAAAATTCC 


TATGGGAGTG 


GGCCTCAGCC 


660 


CGTTTCTCCT 


GGCTCAGTTT 


ACTAGTGGCA 


TTTGTTCAGT 


GGTTCGTAGG 


GCTTTCGGGC 


720 


ACTGTTTGGC 


TTTCAGTTAT 


ATGGATGATG 


TGGTATTGGG 


GGCCAAGTCT 


GTACAGCATC 


780 


TTGAGTCCCT 


TTTTACCGGT 


GTTACGAATT 


TTCTTTTGTC 


TTTGGGTATA 


CATTTAAACC 


840 


C7AACAAAAC 


AAAGAGATGG 


GGTTAGTCTC 


TAAATTTTAT 


GGGCTATGTG 


ATTGGATGTT 


900 


ATGGGTCCTT 


GCCACAAGAA 


CACATCATAC 


AAAAAATCAA 


AGAATGTTTT 


AGAAAACTTC 


960 


CTGTTAACAG 


GCCTATTGAT 


TGGAAAGTAT 


GTCAACGAAT 


TGTGGGTCTT 


TTGGGTTTTG' 


1020 


CTGCCCCTTT 


TACTCAATGT 


GGTTATGCTG 


CTTTAATGCC 


CTTGTATGCA 


TGTATTCAAT 


1080 


CTAAGGAGGC 


TTTCACTTTC 


TCGCCAACTT 


ACAAGGCCTT 


TCTGTGTAAA 


CAATACGTGA 


. 1140 


ACCTTTACCC 


CGTTGCCGGG 


CAACGGCCAG 


GTCTATGCCA 


AGTGTTTGCT 


GACGCAACCC 


1200 


CCACTGGCTG 


GGGCTTGGCT 


ATGGGCCATC 


AGCGCATGCG 


TGGAACGTTT 


TCGGCTCCTC 


1260 


TGCCGATCCA 


TACTGCGGAA 


CTCCTAGCCG 


CTTGTTTTGC 


TCGCAGCAGG 


TCTGGAGCAA * 


1320 


ACATTATCGG 


GACTGATAAC 


TCTGTTGTCC 


TCTCCCGCAA 


ATATACATGG 


TTTCGATGGC 


1380 


TGCTAGGCTG 


TGCTGCCAAC 


TGGATCCTGC 


GCGGGACG7C 


CTTTGTT-TAC 


GTCCCGTCGG 


1440 


CGCTGAATCC 


CGGGGACGAC 


CCGTCTCGGG 


GTCGCTTGGG 


ACTCTCTGGT 


CCCCTTCTCC 


£500 


GTCTGCCGTT 


CCGACCGACC 


ACQGGGCGCA 


CCTCTCTTTA 


CGCGGACTCC 


CGGTCTGTGC 


1560 


CTTCTCATCT 


GCC TGACCTT 


GTGCACTTCG 


CTTCACCTCT 


GCACGTCGCA 


TGGAGACGAC 


1620 


CGTGAAGGCC 


CACCAAATAT 


TGCCCAAGGT 


CTTACATAAG 


AGGACTCTTG 


GACTCTCTGC 


1680 


AATGTCAACG 


ACCGACCTTG 


AGGCATACTT 


CAAAGACTGT 


TTGTTTAAAG 


ACTGGGAGGA 


1740 


GTTGGGGGAG 


GAGATTAGAT 


TAAAGGTCTT 


TGTACTAGGA 


GGCTGTAGGC 


ATAAATTGGT 


1800 


CTGCGGACCA 


GCACCATGCA 


ACTTTTTCAC 


CTGTGCCTAA 


TCATCTCTTG 


TTCATGTCCT 


1860 


ACTGTTCAAG 


CCTCCAAGCT 


GTGCCTTGGG 


TGGCTTTGGG 


GCATGGACAT 


TGACCCTTAT 


1920 


AAAGAATTTG 


GAGCTACCGT 


GGAGTTACTC 


TCGTTTTTGC 


CTTCTGACTT 


CTTTCCTTCA 


1980 


GTACGAGATC 


TTCTAGATAC 


CGCCTCAGCT 


CTGTATC GGG 


ATGCCTTAGA 


GTCTCCTGAG 


2040 


CATTGTTCAC 


CTCACCATAC 


TGCACTCAGG 


CAAGCAATTC 


TTTGCTGGGG 


GGAACTAATG 


2100 



ACTCTAGCTA 


CCTGGGTGGG 


TGTTAATTTG GAAGATCCAG CATCTAGGGA CCTAGTAGTC 


Z±0U 


AGTTATGTCA 


AG AG 1 AA I A i 


GGGCCTAAAG 


TTCAGACAAC 


TCTTGTGGTT 


TCACATTTCT 


noon 
zzzu 


TGTGTCATTT 


1 TGGAAGAGA 


AACAGTTATA GAGTATTTGG TGTCTTTCGG AGTGTGGATT 


0 0 Q A 

ZZoU 


GGGAG ILL It 


G AGG i 1 A I AG 


ACCACCAAAT 


GCCCCTATCC 


TATCAAGACT 


TCCGGAGACT 


Z 


AG1GI Ibi IA 


GAG GAG G AGG 


CAGGTCCCCT 


AGAAGAAGAA 


CTCCCTCGCC 


TCGCAGACGA 


t a r\ n 
Z4UU 


AGG i GTGAA I 


GGGGGGGIGG 


CAGAAGATCT 


CAATCTCGGG AATCTCAATG 


TTAGTATTCC 


o a a n 


T TGGAG I G A T 


AAGG i GGGGA 


ATTTTACTGG 


GCTTTATTCT 


TCTACTGTAC 


CTGTCTTTAA 


-icon 
Z DZU 


TGC TLA I IGG 


A A A A /"^ A /T" 1 A T 

AAAAG AGG A i. 


CTTTTCCTAA 


TATACATTTA 


•CACCAAGACA 


TTATCAAAAA 


ZD o U 


A 1 G TGAAG AG 


1 1 IGIAGGGG 


CACTCACAGT 


i Art, 1 VjrVVjrT-rtiA. 


ana araT?cr 

rt wrvrvvxrt. l i 


AATTGATCAT 


7 £A n 
Z 0*4 U 


GGv^ -GG -AGG 


TTTT a TrT' A A 

III IAIGGAA 


AGGTTACCAA, 


ATATTTACCA 


TTGGATAAGG 


GTATTAAACC 


z / u u 


tt a tt a THC a 


(jAAU A i L i Alj 


TTAATCATTA 


CTTCCAAACT 


AGACACTATT 


TACACACTCT 


i'OU 


A 1 \ jGAAGGL G 


i A i A i 1 A 1 


a Ta iriripa 

A 1 AAOALrAtjA 


AACAACACAT 


AGCGGCTCAT 






A ATA mrpr-inn 

AG ^A i A — L i 


Trv^a ar*a a p 
I GCrvaAAG Afi(j 


ATCTACAGCA 


TGGGGCAGAA 


TCTTTCCACG 


AGCAATCCTC 1 




I GGGA I I G 1 I 


1GCGGALLAL 


CAGTTGGATC 


CAGCCTTCAG 


AGCAAACACC 


GCAAATCCAG 




ATTGGGACTT 


CAATCCCAAC 


AAGGACACCT 


GGCCAGACGC 


CAACAAGGTA 


GGAGCTGGAG 


3000 


CATTCGGGCT 


GGGTTTCACC 


CCACCGCACG 


GAGGGCTTTT 


GGGGTGGAGC 


CCTCAGGCTC 


3060 


AGGGCATACT 


ACAAACTTTG 


CCAGCAAATG 


CGCCTCCTGC 


CTCCACCAAT 


CGCCAGTCAG 


3120 


GAAGGCAGCC 


TACCCCTCTG 




TGAGAAAC AC 


TCATCCTCAG 


GCCATGCAGT 


3180 



GG 3132 
(2) INFORMATION FOR SEQ ID NO: 303: . 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 3182 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear p ; 
(ii) MOLECULE TYPE : DNA (genomic) 

(ill) HYPOTHETICAL: NO 
(iv) ANTI -SENSE : NO 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 303: 

AACTCCACAA CTTTCCACCA AACTCTGCAA GATCCCAGAG TGAGAGGCCT ATATTTCCCT 60 
GCTGGTGGCT CCAGTTCAGG AACAGTAAAC CCTGTTCCGA CTACTGCCTC TCCCTTATCG 120 

TCAATCTTCT CGAGGATTGG GGACCCTGTG ACGAATATGG AGAACATCAC ATCAGGATTC 180 

CTAGGACCCC TGCTCGTGTT ACAGGCGGGG TTTTTCTTGT TGACAAGAAT CCTCACAATA 240 

CCGCAGAGTC TAGACTCGTG GTGGACTTCT CTCAATTTTC GAGGGGGAAC TACCGTGTGT 300 



CTTGGCGAAA 


ATTCGCAGTC 


CCCAACCTCC 


AATGACTCAC 


CAACCTCCTG TCCTCCAACT 


360 


TGTCCTGGTT 


ATCGCTGGAT 


GTGTCTGCGG 


GGTTTTATCA 


TCTTCCTCTT CATCCTGCTG 


420 


CTATGCCTCA 


TCTT'CTTGTT 


GGTTCTTCTG 


GAGTATCAAG 


GTATGTTGCA CGTTTGTCCT 


480 


CTAATTCCAG 


GAACAACAAC 


AACCAGTACG 


GGACCATGCA 


AAACCTGCAC 


GACTCCTGCT 


540 


CAAGGCAACT 


CTATGTTTCC 


CTCATGTTGC . 


TGTACCAAAA 


CTTCGGATGG 


AAATTGCACC 


600 


TGTATTCCCA 


TCCCATCGTC 


TTGGGGTTTC 


GCAAAATACC 


TATGGGAGTG 


GGCCTCAGTC 


660 


CGTTTCTCTT 


GGCTCAGTTT 


ACTAGTGCCA 


TTTGTTCAGT 


GGTTCGTAGG 


GCTTTCCCCC 


720 


ACTGTTTGGC 


TTTCAGCTAT 


ATGGATGATG 


TGGTATTGGG 


GGCCAAGTCT 


GTACAGCATC 


780 


TTGAGTCCCT 


TTTTACCGCT 


GTTACCAATT 


TTCTTTTGTC 


TTTGGGTATA 


CATTTAAACC 


840 


CTAACAAAAC 


AAAGAGATGG 


GGTTACTCTT 


TACATTTCAT 


GGGCTATGTC 


ATTGGATGTT 


900 


ATGGGTCCTT 


GCCACAAGAA 


GACATCATAC 


AAAAAATCAA. 


AGAATGTTTT 


AGAAAAGTTC 


960 


CTGTTAACAG 


GCCTATTGAT 


TGGAAAGTAT 


GTCAACGAAT 


TGTGGGTCTT 


TTAGGTTTTG 


1020 


GTGCCCCTTT 


CACACAATGT 




CTTTAATGCC 


C rp TG r ^A rn GG'"^ 


TGTATTCAAT 


1080 


TTAAGCAGGC 


TTTCAGTTTC 


TCGCCAACTT 


ACAAGGCCTT 


TCTGTGTAAA 


CAATACCTGA 


1140 


ACCTTTACCC 


CGTTGCCGGG- 


CAACGGCCAG 


GTCTATGCCA 


AGTGTTTGCT 


GACGCAACCC 


• 1200 


CCACTGGCTG 


GGGCTTGGGT 


ATGGGCCATC 


AGCGCATGCG 


TGGAACCTTT 


TCGGGTGCTC 


1260 


"TGCCGATCCA 


TACTGCGGAA 


CTCCTAGCCG 


CCTGTTTTGC 


TCGGAGGAGG 


TCTGGAGCAA 


1320 


ACATTCTCGG 


GACGGATAAC 


TCTGTTGTTC 


TCTCCCGCAA 


ATATACATCG 


TTTGGATGGC 


1380 


TGCTAGGCTG 


TGCTGCCAAC 


TGGATCCTGC 


GCGGGACGTC 


CTTTGTTTAC 


GTCCCGTCGG 


• 1440 


CGCTGAATCC 


GGCGGACGAC 


COTTCTCGGG 


GCCGCTTGGG 


ACTCTGTCGT 


CGCCTTCTCT 


1500 


GTCTGCCGTT 


TCGACGGACC 


ACGGGGCGCA 


G C^C^G T^^-A' 


'CGCGGACTCC 


GGGTCTGTGC 


1560 


CTTCTCATCT 


GCCGGACCGT 


GTGCACTTCG 


CTTCACCTCT 


GCACGTCGCA 


TGGAGACCAC 


1620 


CGTGAACGCC 


CATCAGATCC 


TGCCCAAGGT 


CTTACATAAG 


AGGACTCTTG 


GACTCCGAGC 


£680 


AATGTCAACG 


ACGGACCTTG 


AGGCCTACTT 


CAAAGACTGT 


■ GTGTTTAA GG. 


ACTGGGAGGA 


1740 


GCTGGGGGAG 


GAGATTAGGT 


TAAAGGTCTT 


TGTATTAGGA 


GGCTGTAGGC 


ATAAATTGGT 


1800 


CTGCGCACCA 


GCACCATGCA 


ACTTTTTCAC 


CTCTGCCTAA 


TCATCTCTTG 


TACATGTCCC 


1860 


ACTGTTCAAG 


CCTCCAAGCT 


GTGCCTTGGG 


TGGCTTTGGG 


GCATGGACAT 


TGAGCCTTAT 


1920 


AAAGAATTTG 


GAGCTACTGT 


GGAGTTACTC 


TCGTTTTTGC 


CTTCTGACTT 


CTTTCCTTCC 


1980 


GTACGAGATC 


TCCTAGACAC 


CGCCTCAGCT 


CTGTATCGGG 


AAGCGTTAGA 


GTCTCCTGAG 


2040 


CAT rtxTTC AC 


L 1 CALL A I AC 


I LL AL 1 LAbb 


LAACLAAl tL 


TTTGCTGGGG 


GGAACTAATG 


9100 

J. U V 


ACTCTAGCTA 


CCTGGGTGGG 


TGTTAATTTG 


GAAGATCCAG 


CATCTAGAGA 


CCTAGTAGTC 


2160 


AGTTATGTCA 


ACAGTAATAT 


GGGCTTAAAG 


TTCAGGCAAC 


TCTTGTGGTT 


TCACATTTCT 


2220 


TGTCTCACTT 


TTGGAAGAGA 


AAGAGTTATA 


GAGTATTTGG 


TGGCTTTCGG 


AGTGTGGATT 


2280 



CGCACTCCTC 


C AGG TT AT AG 


A/T'A/T* A A AT" 

AG L AGG AAA I 


prTTTTATro m a m/** a a /"• a Pf 
GLLLL1AILL lArLAALALl 


1 LLvjVjALAL 1 , 


1 1 A Pi 


A /^mf~'mm/'"'' r Pm A 

AGTG lib n. A 


GAL GAL G AGG 


LAGG JLLLLL I 


A(jAAtjAA(jAA LXtLLlL Lrb L 


rpp pp a p a pr a 

1 L LrL AvjAU L-rl 


Z Hi V v 


AGG I L I LM 1 


LGLLGLG.LLG 


H A. O A A /"*• A rppm 

L ALAALrA 1 G 1 


p a a TTTPrrp a a tptp a a TP 

LAAl L ILLrLrL AAiLlv-AAlVj 


TT a PT a TTPP 




1 TGGAL I LA I 


AALL 1 LLvjAA 


AL i. 1 i.-AL<jLro 


GTTTTATTCT TCTACTGTTC 


CTGTCTTTAA 


"7 *? n 

Z j i u 


LLC lLAi iGG 


uAAALLLLL i 


/-»mmmm^<-«m7\ a 
til i ILL 1AA 


TATACATTTA CACCAAGACA 


TTATCAAAAA 


T c; £3 Pi 
z j O U 


A m^mf s AfAT 

A\L G 1 GAAL Ab 


1 1 l^IALLLL 


LAL I LALALr i 


TAATGAGAAA AGAAGATTGC 


AATTGATTAT 


7 £ 4 Pi 


GCCTGCTAGG 


mmmm a tto a a 
TT 1 1A1LLAA 


Ti/^f mm A A A 

AGG1 IAGGAA 


ATATTTACCA TTGGATAAGG GTATTAAACG 


7 7 Pi Pi 
Z / U U 


mm tv mm a T^r 1 t\ 
TTA1 IA1LLA 


r»A A A m/*""T» A 

GAALA1L 1AG 


mm > A A mm a 

1 lAAIuAi 1 A 


CTTCCAAACT AGACACTATT 


TACACACTCT 


7 7 £ fi 
Z > OU 


a m/T* a a {T*r*r* 
ATGGAAGGLG 


/-•/-•m a m a mm a 
GGIAIAJ. 1AI 


A 1 AAG AL AL-A 


AACAACACAT AGCGCCTCAT TTTGTGGGTC 


7 ft 9 n 
z 0 z u 


ALLAiAi 1L 1 


1 vjvjvjAAL AALr 


nmr^rp T\rApri 


TGGGGCAGAA TCTATCCACC 


AGCAATCCTC 


z 0 0 u 


1 Ljlj<aAI iL 1 1 


L?jrt.u Li-IL 




CAGCCTCCAG AGCAAACACC 


GCAAATCCAG 


4b .7 1 VJ 


ATTGGGACTT 


CAATCCCAAC 


AAGGACACCT 


GGCCAGACGC CAACAAGGAT 


GGAGCTGGAG 


3000 


CATTCGGGCT 


GGGACTCAGC 


CCACCGCACG 


GAGGCCTTTT GGGGTGGAGC 


CCTCAGGCTC 


3060 


AGGGCATACT 


ACACACCGTG 


CCAGCAAATC 


CGCCTCCTGC CTCTACGAAT CGCCAGACAG 


3120 


GAAGGGAACC 


TACCCCTCTG 


TCTCCACCTT 


T GAG AG AC AC TCATCCTCAG 


GCCGTGCAGT : 


3180 



GG 3182 

(2) INFORMATION FOR SEQ ID NO: 3 04: 

(1) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 3182 base pairs ' 
(B.) TYPE: nucleic acid 
•(C) STRAND EDNESS : single 
(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 

(ill) HYPOTHETICAL: NO 

(iv) ANTI-SENSE: NO i . 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 304: 

AACTCCACAA CCTTCCACCA AACTCTGCAA GATCCCAGAG TGAGAGGCCT GTATTTCCCT 60 

GCTGGTGGCT CCAGTTCAGG AACAGTAAAC. CCTGTTCTGA CTACTGCCTC TCCCTTATCG 120 

TCAATCTCCG CGAGGACTGG GGACCCTGCA CTGAACATGG AGAACATCAC ATCAGGATTC 180 

CTAGGACCCC TGCTCGTGTT ACAGGCGGGG TTTTTCTTGT TGACAAGAAT CCTCACAATA 240 

CCGCAGAGTC TAGACTCGTG GTGGACTTCT CTCAATTTTC TAGGGGGAAC TACCGTGTGT 300 
CTTGGCCAAA ATTCGCAGTC CCCAACCTCC AATCACTCAC CAACCTCTTG. TCCTCCAACT . 360 

TGTCCTGGTT ATCGCTGGAT GTGTCTGC GG CGTTTTATCA TCTTCCTCTT CATCCTGCTG 420 



CTATGCCTCA TCTTCTTGTT GGTTCTTCTG GACTATCAAG GTATGTTGCC CGTT-TGTCCT 480 

CTAATTCCAG GATCTTCAAC AACCAGCACG GGACCATGCA GAACCTGCAG GACTCCTGCT 540 

GAAGGAACCT CTATGTATCC CTCCTGTTGC TGTACCAAAC CTTCGGACGG AAATTGCACC 600 

TGTATTCCCA TCCCATCATC TTGGGCTTTC GGAAAATTCC TATGGGAGTG GGCCTCAGCC 660 

CGTTTCTCCT GGCTCAGTTT ACTAGTGCCA TTTGTTCAGT GGTTCGTAGG GCTTTCCCCC 720 

ACTGTTTGGC TTTCAGTTAT ATGGATGATG TGGTATTGGG GGCCAAGTCT GTACAGCATC 780 

TTGAGTCCCT TTTTACCGCT GTTACCAATT TTCTTTTGTC TCTGGGTATA CATTTAAACC 840 

CTAACAAAAC AAAAAGATGG GGTTATTGCC TAAACTTCAT GGGTTACATA ATTGGAAGTT . 900 

GGGGAACGTT GCCACAAGAT CATATTGTAC AAAAGATCAA AGAATGTTTT AGAAAAC TTC 96 0 
CTGTTAACAG GCCTATTGAT TGGAAAGTAT GGCAACGAAT TGTGGGTCTT TTGGGCTTTG ■ 1020 

CTGCTCCATT TACACAATGT GGATATCCTG. CCTTAATGCC TTTGTATGCC TGTATACAAG 108 0 

CTAAACAGGC TTTCACTTTC TCGCCAACTT ACAAGGCCTT TCTAAGTAAA CAGTACATGA 1140 

ACCTTTACCC CGTTGCTCGG CAACGGCCTG GTCTGTGCCA AGTGTTTGCT GACGCAACCC 1200 

CCACTGGCTG GGGCTTGGCA . ATAGGCAATC AGCGCATGCG TGGAACCATT ' GTGGC TCCTC. 1260 

TGCCGATCCA TACTGCGGAA .CTCCTAGGCG CTTGTTTTGC TCGCAGCCGG TCTGGGGCAA 132 0 

AGCTCATCGG AAGTGACAAT TCTGTTGTCG TCTCGCGGAA ATATACATCG TTTCCATGGC 1380 

TGCTAGGTTG TACTGCCAAC TGGATCCTTC GC GGGAC GTC " CTTTGTTT AC GTCCCGTCGG 1440 

CGCTGAATCC CGCGGACGAC CCTTCTCGGG GCCGCTTGGG ACTCTCTCGT CCCCTTCTCC 1500 

GTCTGCCGTT CCAGCCGACC AC GGGGCGC A CCTCTCTTTA CGCGGTCTCC CCGTCTGTGC 15 60 

CTTCTCATCT GCCGGTCCGT GTGCACTTCG CTTCACCTCT GC AC ATT GC A TGGAGACCAC 1620 

CGTGAACGCC CATCAGATTA TGCCCAAGGT TTTACATAAG AGGACTCTTG GACTCCCAGC 1680 

AATGTCAACG ACCGACCTTG AGGCCTACTT CAAAGACTGT GTGTTTAAGG ACTGGGAGGA 1740 

GCTGGGGGAG GAGATTAGGT TAAAGGTCTT TGTATTAGGA GGCTGTAGGC ATAAATTGGT 1800 

CTGCGCACCA GCACCATGCA ACTTTTTCAC CTCTGCCTAA TCATCTCTTG TTCATGTCCT -18 60. 

ACTGTTCAAG CCTCCAAGCT GTGCCTTGGG TGGCTTTAGG GCATGGACAT TGACCCTTAT 1920 

AAACAATTTG GAGCTACTGT GGAGTTACTC CCGTATTTGC CTTCTGACTT CTTTCTCTAC 19 8 0 

GTACGAGATC TCCTAGATAC CGCCTGAGCT CTGTATCGGG AAGCCTTAGA GTCTCCTGAG 2040 

CATTGTTCAC CTCACCATAC TGCACTCAGG CAAGCAATTC TTTGCTGGGG GGAACTAATG 2100 

ACTCTAGCTA CCTGGGTGGG TGTTAATTTG GAAGATCCAG CATCTAGAGA CTTAGTAGTC 2160 

AGTTATGTCA ACACTAATAT GGGCCTAAAG TTCAGGCAAC TCTTGTGGTT TCACATTTCT 2220 

TGTCTCACTT TTGGAAGAGA AACAGTTATA GAGTATTTGG TGTCTTTGGG AGTGTGGATT 2280 

CGCACTCCTC CAGCTTATAG ACCACCAAAT GCCCCTATCC TATCAACACT TCCGGAGACT 2340 

ACTGTTGTTA CACGACGAGG CAGGTCCCCT AGAAGAAGAA CTCCCTCGCC TGCCAGACCA 2400 



AGGTCTCAAT 


CGCCGCGTCG 


CAGAAGATCT 


CAATCTCGGG 


AATGTCAATG 


TTAGTATTCC 


2460 


TTGGACTCAT 


AAGGTGGGGA 


ACTTTACGGG 


GCTTTATTCT 


TCTACTGTTC 


CTGTCTTTAA 


2520 


TCCTCATTGG 


AAAACACCTT 


CTTTTCCTAA 


TATACATTTA 


CACCAAGACA 


TTATCAAAAA 


2580 


ATGTGAACAA 


TTTGTAGGCC 


CACTCACAGT 


CAATGAGAAA AGAAGACTGC 


AATTGATTAT 


2640 


GCCTGCTAGG 


TTTTATCCAA 


ATGTCACCAA ATATTTGCCA TTGGATAAGG 


GTATTAAACC 


2700 


TTATTATCCA 


GAGCATCTAG 


TTAATCATTA CTTCCAAACC 


AGACATTATT 


TACACACTCT 


2760 


ATGGAAGGCG 


GGTATATTAT 


ATAAGAGAGA 


AACAACACAT 


AGCGCCTCAT 


TTTGTGGGTC 


2820 


ACCATATTCT 


TGGGAACAAG 


AGCTACAGCA 


TGGGGCAGAA 


TCTTTCCACC 


AGGAATCCTC 


2880 


TGGGATTCTT 


TCCCGACGAC 


CAGTTGGATC 


CAGCCTTCAG 


AGCAAACACC 


GCAAATCCAG 


2940 


ATTGGGACTT 


CAATCCCAAC 


AAGGACACCT GGCCAGACGC CAACAAGGTA GGAGCTGGAG 


3000 


CATTCGGGCT 


GGGTTTCACC 


CCACCGCACG 


GAGGTCTTTT 


GGGGTGGAGC 


CCTGAGGCTC 


3060 


AGGGCATACT 


ACATACCGTG 


CCAGCAAATC 


GGCCTGCTGC 


CTCTACCAAT 


CGCCAGTCAG 


3120 


GAAGGCAGCC 


TACCCCTCTG 


TCTCCACCTT 


TGAGAAACAC 


TCATCCTCAG 


GCCATGCAGT 


3180 



GG 3182 
(2) INFORMATION FOR SEQ ID NO: 305: 

(I) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 3182 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE: NO 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 305: I : 

AACTCCACAA CCTTCCACCA AACTCTGCAA GATCCAAGAG TGAGAGGCCT GTATTTCCCT 60 

GCTGGTGGCT CCAGTTCAGG AACAGTAAAC CCTGTTCTGA CTACTGCCTC TCCCTTATCG 120 

TCAATCTCCG CGAGGACTGG GGACCCTGTG ACGATCATGG AGAAGATCAC ATCAGGATTC 180 

CTAGGACCCC TGCTCGTGTT AGAGGCGGGG TTTTTCTTGT TGACAAGAAT CCTCACAATA 240 

CCGCAGAGTC TAGACTCGTG GTGGACTTCT CTCAATTTTC TAGGGGGAAC TACCGTGTGT 300 

CTTGGCCAAA ATTCGCAGTC CCCAACCTCC CATCACTCAC CAACCTCCTG TCCTCCAATT 360 

TGTCCTGGTT ATCGCTGGAT GTGTCTGCGG CGTTTTATCA TATTCCTCTT CATCCTGCTG 420 

CTATGCCTCA TCTTCTTGTT GGTTCTTCTG GACTATCAAG GTATGTTGCC CGTTTGTCCT 480 

CTAATTCCAG GTACTTCAAC AACCAGCACG GGACCATGCA GAACCTGCAC GACTCCTGCT 540 

CAAGGAACCT CTATGTATCC CTCCTGTTGC TGTACCAAAC CTTCGGACGG AAATTGCACC 600 



T/^T A <T tr F(~'/~T* A 
lblAi 1LLLA 


TClCATCATl 


TT /~> r*> rrt rn rnr* 
1 ICjCjGLTTIL 


pp a a a a ttpp 
LLAAAAl ILL 


TATPPPA PTP 

1 A I bbLAb 1 b 


pppPtp a ppp* 
bbL L 1 L ALL L 


O OU 


Lbl 1 1L ILL 1 


LbLTLALl 1 1 


AL I AL 1 LrLLA 


1 1 lbl ILAbi 


bb 1 1 LL 1 Abb- 


PPTTTPPPPP 
LL 1 1 1LLLLL 


/ ^ u 


a r*rr tttp '"'P 
AC- 1 b 1 1 i bub 




aTPPaTPaTP 
A lbbA 1 LA 1 \j 


TPPT a TTPPP 
IbblAl ibbb 


ppjpp a aPTPT 

bbb L AALj 1 b i 


PTAPAPPATP 
Lj X ALALL AiL 


' V y 


blbAblLLL I 


1 1A1ALLLL i 


ptt a p p a aTT 
Li 1ALLAA1 1 


liLllllblL 


TPTPPPTa T A 
1 L I LLjL I A I A 


PATTTA A APP 
LAI x 1AAALL 




L 1 AALAAAAb 


a a a a ipitpp 
AAAAALA 1 bb 


ppT r raT 1 TPPP 
LL 1 I Ax 1LLL 


Ta a aPTTPaT 

1AAAL 1 1L.A1 


PPPTTAP ATA 


A TTPP A A PTT 
All LjLAAL 1 1 


j u u 


LbbbAALbi I 


p"*pp a p a a t 
bLL AL ALbA I 


PATS TTPT A P 

LA1A1 iLlAL 


a a a a p a tp a a 
AAAALA i L AA 


a P A PTPTTTT 
AL AL 1 L 1 1 1 1 


aPa a a aPTTP 

AbAAAAL lib 


Q (Z Pi 

you 


LTLT I AALAL 


PPPT A TTP^ A T 

bLL 1AT TLA1 


rppp A A APT 1 AT 1 

1 LLAAAL 1 A 1 


ppp a a pp a at 
LLL AALbAA 1 


TPTPPPTPTT 
lbl bbb 1 b 1 1 


TTPPPTTTTP 
1 lbbb 1111b 


IU4U 


b ILL 1LLA1 1 


t a a r* A A TP"*T 

1 ALALAA1 b I 


PPTT ATPPTP 

LL1 iAlLL lb 


p-»/-irnrn A ATPPP 

LL 1 1 AAlbLL 


TTTPT a TPPP 
1 1 IblAlbLL 


TPTA Tap a AP 
1 L 1 Al ALAAL 


1U0U 


prnA a ararpr 
L iArtALAljbL 


111 L AL 1 1 1 L 


r vc*ccc a A PTT 
1LLLLAAL 1 1 


APA aPPPPTT 
ALAALLLL 1 i 


TpTA APTA A A 
1L1 AALj I AAA 


P APT APA TP A 
L AL 1 ALA I L»A 


xx'xU 


nLL 1 1 lAL'vL 


p fi rp rp rn f> p"» 

L 0 1 - uL I L bb 


pa aPPP-PPTP. 

Lr^ALLO^-L lb 


PTPTP.TPPP A- 
blLlbi Lb LA 


APTP rn TTPP rn 
Abr 1 L? _ i. 1 I * 


PAPPPA APPP 






bbbb I luuLn 


TAPPPPPaTP 
inbbbbLAl L- 


APPPP ATPPP 
ALjL. LjL. A 1 LrLr Vj 


TPP A APPTTT 


PAPPPTPPTP 
vjriA.vjv3L X LV* X L 


X A. u 


lLbLLAlLLA 


taptppppa a 
1 AL 1 LL LLAA 


PTPPTAPPPP 
L ILL lHbLLb 


PTTPTT^TPP 
LI iul lil LjV-. 


TPPP APP APP 
ILbLnuLAuu 


X L x vjVj.rtAjL..rVrl 




A r* A ^T A TP f f 

ALA 1 I A 1 L o-v-j 


UAL i LA x AAL 


| T , p'T , p' ri, T , P r T , pn 
IL ib; LLiLL 


Ta r r , pr , pr , r , a a 

1 A 1 L bu bv? AA 


aTATAP " TPP 
A 1 A 1 Ab.--- 1 L b 


tttpp a^ppp 

1 x ILLAxbbb 


1 


1 bb I Abb lib 


TapTpr^pa ap 
1AL ILL LAAL 


rppf A TT*PT»TP 

ibbrt.LL 1 lb 


LsL-oLbAbLi 1 b 


PTTTPTTT AP 
L^ 1 lul ; 1 AL 


PTPPPPTPPP 
Lrx LLLu i LL7L7 


X Ht *± \J 


LLL ILAAxLL 


L LL buAL b AL 


bv-b IL ^UVjLjvj 


p C rr p p rnrp n r> 

bL^-bL 1 i ^jLjLj 


APTPTPTpPT 


rcrc rr "T , r r vr r ' 

LL*w w * iVv luv, 


1 son 

X J u u 


Kj 1 L x LjL L b l x 


LL^LLLLrvL^ 


rib. kj vjLO V- Lj^— A 


PPTPTPTTTA 


mCClCZTC^C A 

L LjL vjO 1 ^ v^«~V 


PPPTPTPTPP 


1560 


PTTPTP3.TPT 
LI 1LI LA I L I 


P P P PPTP PP T 
LL L Lb 1 L L L x 


■ PTPP ApT"npr 
bi 1 Lsb AL* i iwu 


PTTP APPTPT 
L. I I L- AL-L, 1L1 


ppapp;tpp,pa 


TPJP-APAPP AP 

X WOAUAU U AU 


1620 


Lbl LAAL L 


r , a r nr , a^ aptp 
LAI L AAAb 1 L 


x LL v- w-rt-rt.b3^a i 


PTT A P AT a- A P 
L 1 i ALA1 AALr 


A PP A PTPTTP 
ALL AL 1L1 iu 


PAPTPPPAPtP 


1680 


21 aTPTP A AfP 
AA1L lLAALb 


a p pp a p r^TP 
ALLLALL* lb 


Ap^ppfApfTi 
riLvjL v* 1 Ab- 1 i 


P A A APAP^P^ 
b. AAAbr AL, ibi. 




APTPPPA^nA 


1740 


pptppt""^ a p 

bL l bbub^.-tb 


PAPlTTlPPT 
bAbA 1 1 Abb 1 


Ta a aPPTpTT 

i AAAL^z 1 L L 1 


TPTATTAPPA 
i L i A 1 - AoLxA 


PPPTP^APPP 


ATAAATTf^f4T 


1300 


CTCCCC ICC* A 
L XLL-LjLALLA 


PP IPPiTPPl 
LL AL LA x LL A 


a PTf^TTP A P 
AL. L.nL 


p TpTPppTj a 


TPA m PTPTTPr 


TTP ATHTrPP 

\ 


1860 




v, 1 — 1 LLAALtL x 


P^T pp p t rr> ppn 


TPPP t'ttPtP.Pt 


nr ATHPrAr at 




1920 


A A A CZ A A T'T'TP 


papptaptpt 

LALjL I AL iui 


p,p,apttaptp 


TPPTTTTTfip 


pTTPTPAP^T 


PTTTPPTTPP 

V* X X X V- v«, X — \* 


£9.80 


pfpA apap atp 

L i AAL ALA I L 


TPPTZlPlPAP 
1 LL 1 AwALAL 


PPPPTP APPT 
LoLLlLAbL 1 . 


PTPT A TPP A P 
LlulnlL Li ALj 


A AP,PPTTAPrA 


PTPTppTPAP 


2040 


PHTTPPTP1P 
LAi IbiL 1LAL 


PTPIiPPI^JlP 
L 1 UALLn x 


TPP APTP 1PP 
1 bLHL 1 U ALjLj 


PA APPPATTP 

V-,AALjLL«A1 


TPTP,rTPnpr^ 


r;r; a APTPATr, 


2100 


nL 1 L 1 ALL A 1 


L L 1 bbb 1 bbb 


rnn a T A A TTTP 
x LA 1 AA 1 1 lu 


PAAPATPPAP 
Lr AAL A ILL AL? 


PPTPT APPPA 


V. w X iiw X r\Vjr X U 


2160 


aPT^lTPTTa 
1 xAlul in 


Ap APT a A TAT 
ALaL 1 AA 1 A 1 


P.P.PPPTA A AP 


ATP APPP AAP 


TATTPTPPTT 

lAi i \J 1 VJV3 i X 


TP AT AT ATCT 


2220 


I LiL L 1 1 nL x 1 


fTP,P, A APAPA 
1 I wLjAALjALjA 


P.APTPTAPTT 
Lj nb 1 Lj 1 AV« 1 1 


PAATATTTPP 


TPTP^TTrPf^ 

IU X XV* WVJ 


AnTGTflGA^T 


2280 


LwLAL ILL 1 L 


L ALLL 1 A x nu 


APPAPPA A AT 
AL, LnL L. AAA 1 


(^PPPPTATPT 
uLLLL InlL 1 


TATPAAPAPT 


TPPPPAAAPT 


2340 


ACTGTTGTTA 


GACGACGGGA 


CAGGTCCCCT 


AGAAGAAGAA 


CTCCCTCGCC 


TCGCAGACGA 


2400 


AGGTCTCAAT 


CGCCGCGTCG 


CAGAAGATCT 


CAATC TCGGG 


AATCTCAATG 


TTAGTATTCC 


2460 


TTGGACTCAT 


AAGGTGGGGA 


ACTTTACTGG 


GCTTTATTCT 


TCTACTGTAC 


CTGTCTTTAA 


2520 


TCCTCATTGG 


AAAAC AC CAT 


CTTTTCCTAA 


TATACATTTA 


CACCAAGACA 


TTATCAAAAA 


2530 



ATGTGAACAG TTTGTAGGCG CACTCACAGT TAATGAGAAA AGAAGATTGC AATTGATTAT 2640 

GCCTGCTAGG TTTTATCCAA AGGTTACCAA ATATTTACCA TTGGATAAGG GTATTAAACC 2700 

TTATTATCCA GAACATCTAG TTAATCATTA CTTCCAAACT AGACACTATT TACACACTGT 2760 

ATGGAAGGCG GGTATATTAT ATAAGAGAGA AACAACACAT AGCGCCTCAT TTTGTGGGTC 2820 

ACCATATTCT TGGGAACAAG ATC TAG AGO A TGGGGCAGAA TCTATCCACC AGCAATCCTC 2880 

TGGGATTCTT TCCCGACCAC CAGTTGGATC CAGCCTTGAG AGCAAACACC GCAAATCCAG 2340 

ATTGGGACTT CAATCCCAAC AAGGACACCT GGC CAGACGC CAACAAGGTA GGAGCTGGAG 3000 

CATTCGGGCT GGGTTTCACC CCACCGCACG GAGGCCTTTT GGGGTGGAGC CCTCAGGCTC 3060 

AGGGCATACT ACAAACTTTG CCAGCAAATC CGCCTCCTGC CTCCACCAAT CGCCAGTCAG 3120 

GAAGGCAGCC TACCCCTCTG TCTCCACCTT TGAGAAACAC TCATCCTCAG GCCATGCAGT 3180 

GG 3182 
(2) INFORMATION FOR SEQ ID NO: 306: . 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 3182 base pairs 

(B) TYPE: nucleic acid 

(C) STRAND EDNESS : single 

(D) TOPOLOGY: linear - ' 
(ii) MOLECULE TYPE: DNA (genomic) 

(iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID. NO: 306: 



AACTCCACAA 


CCTTCCACCA 


AACTCTGCAA 


GATCCCAGAG TGAGAGGCCT 


GTATCTCCCT 


60 


GCTGGTGGCT 


CCAGTTCAGG 


AACAGTAAAC 


CCTGTTCCGA CTACTGTCTC 


TCCCATATCG 


120 


TCAATCTTCT 


CGAGGATTGG 


GQACCC7GCG 


CTGAACATGG AGAACATCAC 


ATCAGGATTC 


J 180 


CTAGGACCCC 


TGCTCGTGTT 


ACAGGCGGGG 


TTTTTCTTGT TGACAAAAAT 


CCTCACAATA 


240 


CCGAAGAGTC 


TAGACTCGTG 


GTGGACTTCT 


CTCAATTTTC TAGGGGGAAC 


CACCGTGTGT 


300 


CTTGGCCAAA 


ATTCGCAGTC 


CCCAACCTCC 


AATCACTCAC CAACCTCCTG 


TCCTCCAACT 


360 


TGTCCTGGTT 


ATCGCTGGAT 


GTGTCTGCGG 


CGTTTTATCA TCTTCCTCTT 


CATCCTGCTG 


420 


CTATGCCTCA 


TCTTCTTGTT 


GGTTCTTCTG 


GACTATCAAG GTATGTTGCC 


CGTTTGTCCT 


480 


CTGATTCCAG 


GATCTTCAAC 


CACCAGCACG 


GGACCATGCA GAACCTGCAC. 


GACTCCTGCT 


540 


CAAGGAACCT 


CTATGTATCC 


CTCCTGTTGC 


TGTACCAAAC CTTCGGACGG AAATTGCACC 


600 


TGTATTCCCA 


TCCCATCATC 


CTGGGCTTTC 


GGAAAATTCC TATGGGAGTG GGCCTCAGCC 


660 


CGTTTCTCCT 


GGCTCAGTTT 


ACTAGTGCCA 


TTTGTTCAGT GGTTCGTAGG GCTTTCCCCC 


720 



ACTGTTTGGC 


TTTTAGTTAT 


ATGGATGATG 


TGGTATTGGG 


GGCCAAAACT 


GTTCACCATC 


780 


TTGAGTCCCT 


TTTTACCGCT 


GTTACCAATT 


TTCTTTTGTC 


TTTGGGTATA 


CATCTAAACC 


840 


CTAACAAAAC 


AAAAAGATGG 


GGTTACTCTT 


TACATTTTAT 


GGGCTATGTC 


ATTGGATGTT 


900 


ATGGGTCTTT 


GCCACAAGAT 


CACATCATAC 


AGAAAATCAA 


AGAATGTTTT 


AGAAAACTTC - 


960 


CTGTTAACAG 


GCCTATTGAT 


TGGAAAGTCT 


GTCAACGTAT 


TGTGGGTCTT 


TTGGGATTTG 


1020 


CTGCTCCTTT 


TACAGAATGT 


GGTTATCCTG 


CTTTAATGCC 


GTTGTATGCA 


TGTATTCAAT 


1080 


GTAAGGAGGC 


TTTCACTTTC 


TCGCGAACTT 


ACAAGGCCTT 


TCTGTGTAAA 


CAATACCTGA 


1140 


ACCTTTACCC 


CGTTGCCCGG 


GAAGGCCCAG 


GTCTGTGCCA 


AGTGTTTGCT 


GACGCAACCC 


1200 


CCACTGGCTG 


GGGCTTGGTC 


ATGGGCCATC 


AGCGCATGCG 


TGGAACCTTT 


CAGGCTCCTC 


1260 


TGCCGATCCA 


TACTGCGGAA 


CTGCTAGCCG 


CTTGTTTTGC 


TCGCAGCGGG 


TCTGGAGCAA 


1320 


ACATTCTCGG 


GACGGATAAC 


TCTGTTGTTC 


TCTCCCGCAA 


ATATACGTCG 


TTTCCATGGC 


1380 


TGCTAGGCTG 


TGCTGCCAAC 


TGGATCCTGC 


GCGGGACGTC 


CTTTGTTTAC 


GTCCCGTCGG 


1440 


CGCTGAATCC 


CGCGGACGAC 


CCTTCTCGGG 


GCCGCTTGGG 


ACTCTCTCGT 


CCCCTTCTCC 


1500 


GTCTGCCGTT 


TCGACCGACC 


AGGGGGCGCA 


CCTCTCTTTA 


CGCGGACTCC 


CCGTCTGTGC 


1560 


CTTCTCATCT 


GCCGGACCGT 


GTGCACTTCG 


CTTCACCTCT 


GCACGTCGCA 


TGGAGACCAC 


1620 


CGTGAACGCC 


CACCAATTCT 


TGGCCAAGGT 


CTTACATAAG 


AGGACTCTTG 


GACTCTCTGT 


1630 


AATGTCAACG 


ACCGACCTTG 


AGGCATACTT 


CAAAGACTGT 


TTGTTTAAGG 


ACTGGGAGGA 


1740 


GTCGGGGGAG 


GAGATTAGAT 


TAATGATCTT 


•TGTACTAGGA 


GGCTGTAGGC 


ATAAATTGGT 


1800 


CTGCGCACCA 


GCACCATGCA 


ACTTTTTGAC 


CTCTGGCTAA 


TCATCTCTTG 


TTCATGTCCT 


1360 


ACTGTTCAAG 


CCTCCAAGCT 


GTGCCTTGGG 


TGGCTTTAGG 


AC AT GG AC AT 


TGATCCTTAT 


1920< 


AAAGAATTTG 


GAGCTACTGT 


GGAGTTACTC 


TCGTTTCTGC 


CTTCTGACTT 


CTTTCCTTCA 


1980 


GTACGAGATC 


TTCTAG ATAC 


GGCCTCAGCT 


CTATATCGGG 


AAGCCTTAGA 


ATCTCCTGAG 


2040 


CATTGTTCAC 


CTCACCATAC 


TGCACTCAGG 


CAAGCAATTC 


TCTGCTGGGG 


GGATCTAATA 


2100 


ACTCTATCGA 


CCTGGGTGGG 


TGGTAATTTG 


GAAGA7CCAA 


CATCTAGGGA 


CCTAGTAGTG 


-2160 


AGTTATGTTA 


ACACTAATAT 


GGGCCTAAAG. 


TTCAGGCAAC 


TATTGTGGTT 


TCACATTTCT 


2220 


TGTCTCACTT 


TTGGAAGAGA 


AAGGGTCATA 


GAGTATTTGG 


TGTCTTTTGG 


AGTGTGGATT 


2280 


CGCACTCCTC 


CAGCTTATAG 


ACGACGAAAT 


GCCCCTATCT 


TATCAACACT 


TCCGGAGACT 


2340 


ACTGTTGTTA 


GACGACGAGG 


CAGGTCCCCT 


AGAAGAAGAA 


CTCCCTCGCC 


TCGCAGACGA 


2400 


AGGTCTCAAT 


CGCCACGTCG 


GAGAAGAACT. 


CAATCTCGGG 


AATCTCAATG 


TTAGTATTCC 


2460 


CTGGACTCAT 


AAGGTGGGAA 


AC TTT ACGGG 


GCTTTATTCT 


TCTACTGTTC 


CTGTCTTTAA 


2520 


CCCTGATTGG 


AAAAGACCCT 


CTTTTCCTAA 


TATACATTTA 


CACCAAGACA 


TTATCAAAAA 


2580 


ATGTGAACAA 


TTTGTAGGCC 


CACTGACAGT 


CAATGAGAAA 


AGAAGACTGC 


AATTGATTAT 


2640 


GCCTGCTAGG 


TTTTATCCAA 


AGGTTACCAA 


ATATTTGCCA 


TTGGATAAGG 


GTATTAAACC 


2700 



TTATTATCCA 


GAACATCTAG 


TTAATCATTA 


CTTCCAAACC 


AGACATTATT 


TACACACTGT 


2760 


ATGGAAGGCG 


GGTGTATTAT 


ATAAGAGAGA 


AACTACACAT 


AGCGCCTCAT 


TTTGTGGGTC 


2820 


ACCATATTCC 


TGGGAACAAG 


AGCTACAGCA 


TGGGGCAGAA 


TCTTTCCACC 


AGCAATCCTC 


2880 


TGGGATTCTT 


TCCCGACCAG ' 


CAGTTGGATC 


CAGCCTTCAG 


AGCAAACACT 


GCAAATCCAG 


2940 


ATTGGGACTT 


CAATCCCAAC 


AAGGACTCCT 


GGCCAGAC GG CAACAAGGTA 


GGAGCTGGAG 


3000 


CATTC GGGCT 


GGGATTCAGC 


CCACCGCACG 


GAGGC CTTTT 


GGGGTGGAGC 


CCTCAGGCTC 


3060 


AGGGCATACT AOAAACCTTG 


CCAGCAAATC 


CGCCTCCTGC 


CTCCACCAAT 


CGCCAGTCAG 


3120 


GAAGGCAACC 


TAGCCCTCTG 


TCTGCACCTT 


TGAGAAACAC 


TCATCCTCAG 


GCCATGCAGT 


3180 


GG 












3182 



(2) INFORMATION FOR SEQ ID NO: 307: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 3182 base pairs 

(B) TYPE : , nucleic acid. 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI -SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 307: 



AACTCCACAA 


CCTTCCACCA 


AACTCTGCAA 


GATCCCAGAG 


TGAGAGGCCT 


GTATTTCCCT 


60 


GCTGGTGGCT 


CCAGTTCAGG 


AACAGTAAAC 


CCTGTTCCGA 


CTACTGTCTC 


TCCCATATCG 


120 


TCAATCTTCT 


CGAGGATTGG 


GGACCCTGCG 


CTGAACATGG 


AGAACATCAC 


ATCAGGATTC 


180 


CTAGGACCCC 


TGCTCGTGTT 


ACAGGCGGGG 


TTTTTCTTGT 


TGACAAGAAT 


CCTCACAATA 


240 


CCGCAGAGTC 


TAGACTCGTG 


GTGGACTTCT 


CTCAATTTTC 


TAGGGGGAAC 


TACCGTGTGT 




CTTGGCCAAA 


ATTCGCAGTC 


CCCAACCTCC 


AATCACTCAC 


CAACCTCCTG 


TCCTCCAACT 


360 


TGTCCTGGTT 


ATCGCTGGAT 


GTGTCTGCGG 


CGTTTTATCA 


TCTTCCTCTT 


CATCCTGCTG 


420 


CTATGCCTCA 


TCTTCTTGTT 


GGTTCTTCTG 


GACTATCAAG 


GTATGTTGCC 


CGTTTGTCCT 


480 


CTAATTCCAG 


GATCTTCAAC 


TACCAGCACG 


GGACCATGCA 


GAACCTGCAC 


GACTCCTGCT 


540 


CAAGGAACCT 


CTATGTATCC 


CTCCTGTTGC 


TGTACCAAAC 


CTTCGGAC GG 


AAATTGCACC 


600 


TGTATTCCCA 


TCCCATCATC 


CTGGGCTTTC 


GGAAAATTCC 


TATGGGAGTG 


GGCCTCAGCC 


660 


CGTTTCTCCT 


GGCTCAGTTT 


ACTAGTGCCA 


TTTGTTCAGT 


GGTTCGTAGG 


GCTTTCCCCC 


720 


ACTGTTTGGC 


TTTCAGTTAT 


ATGGATGATG 


TGGTATTGGG 


GGCCAAGTCT 


GTACAGCATC 


780 


TTGAGTCCCT 


TTTTACCGCT 


GTTACCAATT 


TTCTTCTGTC 


TTTGGGTATA 


CATTTAAACC 


840 


CTAACAAAAC 


AAAAAGATGG 


GGTTACTCTT 


TAC ATTTCAT 


GGGCTATGTC 


ATTGGATGTT 


- 900 



ATGGGTCATT 


GCCACAAGAT 


CACATCATAC 


A P» A A A A mp A A 

AGAAAATCAA 


a A a mppmmm 

AGAATGCTTT 


A P» A A A A Pfnmp 

AGAAAACTTC 


rt P A 

960 


p*rnp*rprp a a p» a 

CTGTTAACAG 


P* r** m mm P* A m 

GCCTATTGAT 


TGGAAAGTCT 


P*rpp» a A P*rA<n a rp 

GTCAACGTAT 


TGTGGGTCTT 


TTGGGTTTTG 


1 dirt 
1020 


p» m f* p» p» p* rr\ m rp 

CTGCCCCTTT 


m A P* A P* A 7\ ffipl 1 1 

TACACAATGT 


ppmmiv r-p/^> /"-i i-nr~* 

GGTTATC C TG 


prprprp t\ a TPPP 

CTTTAATGCC 


TTTGTATGGA 


ppprp, T» mmp A P»rp 

TGTATTCAGT 


1080 


CGAAGCAGGC 


TTTTACTTTG 


TCGCCAACTT 


a P* a a pppi 'Mirrt 

ACAAGGCCTT 


TCTGTGTAAA 


P* a a m a /^P"rn/"^ n 

CAATACCTGA 


1140 


ACCTTTACCC 


CGTTGCCCGG 


CAACGGCCAG 


r<nirtmr<mr<r<P 

GTCTGTGCCA 


a r'mpmmmppm 

AGTGTTTGC T 


GACGCAACCC 


1200 


CCACTGGCTG 


GGGCTTGGTC 


ATGGGCCATC 


AGCGCATGCG 


mpp a * z™*/ - rnmm 

TGGAACCTTT 


CTGGCTCGTC 


1260 


TGCCGATCCA 


rp A P*rpp»P» ✓"»/-» A A 

TACTGCGGAA 


CTCCTAGCCG 


CTTGTTTTGC 


TCGCAGCAGG 


TCTGGAGCAA 


1320 


ACATTCTCGG 


P* A P'^P^ A m T\ A /T 

GAG GGAT AAC 


TCTGTTGTTC 


(prtTir»rippp» a 

TCTCCCGCAA 


A rp A rp a P* A rp/ - * r~* 

ATATACATCG 


TATCCATGGC 


1 -i a a 

1380 


rpp*p»rp a t~TT**T*c* 


TGCTGCCAAc 


TGGATCCTGC 


r*r*r , r , <~* a p>p"pp' 
GCGGGAGGTC 


p^ rprprp/^* mrprp a P» 

GTTrGTTTAC 


P* rp r* P* P" P" rp P* P* 

GTCCCGTCGG 


1 A A A 

1440 


C GCTGaATCC 


P" /"*•/""* P» P» A /-^ 

C GC GG AC ^ AC 


r*» r^ m <rs m « r*"* r^ r*» 

CCTTCTCGGG 


P 1 m P* P* P* rp rp <^ /~i p« 

GTCGCTTGGG 


ACTCTCTCGT 


CCCCTTCTCC 


1 C Pi A 

1500 


p» rp rp p» s*f p^ sy rn rp 

GIG IGCCGI r 


rr\f~< p» a P'P'P' A P^P* 

rC GAG C GAG C 


ACGGG«j»wGCA 


r-'pirpp , »T<P , rnrnrp a 

LLTL iC 1TTA 


CGCGGACTCC 


CCGTCTGTGC 




cttctcatct 


P^p* P* P* a /""»p* ptti 

GCCGGACCGT 


GTGCACTTCG 


pmrrip a prrnprp 

CTTCACuTCT 


GCACGTCGCA 


TGGAGACCAC 


i ip o pt 


p»p»rpp«-* a a p»p*p» 


p» A a A mmprn 

CAACcAx xCT 


mpr»pp i\ t\ /** r-*m 

TG^ C L AAG uT 


pqifTI APA m A A P" 

G I LAG A* AAG 


AGGACTCTTG 


GACTCTCTGT 


i cor, 


AATGTC AAC G 


AGCGACCTTG 


A /**' r*' r~» a rp a rrr" P 

AGGv_ATACTT 


P»A A APAP<PPTi 

GAAAGAG1 G U 


TTGTTTAAAG ACTGGGAGGA 


1740 


Gl IGGGGGAG 


P~" A P" A rprp A P* A T> 

GAGA1 I AG A j. 


rn a a a r"' r" , n^r"'n"'rp 

TAAAGGIG _ 1 


rpprpA mrpA P'P'A 

rGTAI I AGGA 


GGG TGTAGGC 


ATAAATTGGT 


T o n A 
lo UU 


C IGLGCACCA 


GCAG ATGCA 


a r^rprprprprpr** a (~* 

AG TTTTTLAG 


G 1G 1 GGGTAA 


TCATCTCTTG 


TTCATGTCCT. 


i q a a 
lo bU 


ALlb l TCAAG 


f*r*"T*r*f^ a AP^p'm' 

GCTGCAAGCT 


GTGCC TTGGvj 


i-p p» p* p* «"P rp rn /-^ p» 

TGGG I i i GGG 


GCATGGACAT 


TGATCCTTAT 


iy zu 


A A A P* A A T"T"T»/^ 

AAAGAA I T I G 


p* t\ p*ptp a pmprn 

GAGGTACTGT 


GGAGTTAG TC 


rri ^r^ fv* fT^ *T\ /n f** f** 

TLGi I I iTGG 


CTTCTGACTT 


CTTTCCTTCA 


iy o u 


GiACGAGAIC 


1 IG xAGATAA 


f** r~T* t~*rnr*< a r*"»P"n 

CGGC iCAGC i 


G xGxA^GGGG 


AAGCCTTAGA 


GTGTCCTGAG 


on/in 

ZU4U 


LAI iiji iLAL 


C ICACGAI AG 


IG^AG ILAG^j 


p* A a P'P' A A rn A P* 

G AAUG AA i AG 


TGTGCTGGGG 


GGAACTAATG 


ziuu. 


A CV<~"T> A f^T 1 A 

AL IL 1 ACjv«. 1 A 


LL 1 G^^J Goo 


rpr-«P"Ti a A rpmrpo 

IGG I AA1 i ib 


P* A A C A TPP A A 

(jAAIj A :Ll AA 


TATCCAGGGA 


CGTAGTAGTC 




AVj L Idibl LA 


AP 1 f rpn A rp A rp 

AtAL LAAiAl 


GGGLu i AAAA 


1 ILALiOv^AAG 


TATTGTGGTT 


TCACATTTCT 


9 0 9 n 


rn^nri/'" , n*i**** A P'T'rp 

* G 1 L I GAL I I 


fPTiPr* A 7\ P 1 A P* A 

1 1 GGAAGAGA 


AAG AG l i ATA 


pApm> rprprpp'P' 

GAG 1 A 1 II GG 


TGTCTTTTGG 


AGTGTGGATT 




p»p , P' a rrnpr"pr' 
GGG AC rCLTC 


P* A /"""(Tri rp a rp A f~* 

G AGG TTATAG 


^ PP A PP A A A rp 

AC C AC C AAAT 


P*P*P*P*P*'T' ATPf 

GGGGGTATG i 


TATCAACACT 


TCCGGAGACT 




AC 1 G 1 IbriA 


GAG GAG GAGG 


P" A P , P , P^P , r^P*P" r 'n 

CAGGTCCLC i 


APA APA APA A 

AGAAGAAGAA 


CTCCCTCGCC 


TCGCAGACGA 




A CCVC^C j ATI 


LGLLGGG IGG 


G AGAAGA 1 G I 


p* A ArppmppPP 

GAAIG 1LGGG 


.AATCTCAATG 


TTAGTATTCC 




TTmfTP AT 1 
1 1 uodL i C A I 


AAvjVj 1 (jVjVjAA 


ipmmm'ArOPp 


P'P* T^rprp t\ ' H»PPTI 


TGTACTGTAC 


CTGTGTTTAA 




P C P T P rprp /-,/*" 


AAAALAtLL 1 


pmwmmPpmA A 

L 1 I 1 xGG *AA 


m A m 7iP A rprprp A 

lAI AGAI I I A 


CACCAAGACA TTATCAAAAA 




ATPfP A. a P* A A 


mrprp (~>m Aprr>r> 

1 1 HjIAGGGG 


p» »r>mp A P* A P^rp 

GAG 1 GAG AG 1 


p» A ,A rpp» A P* A A A 

G AA 1 GAGAAA 


AGAAGACTGC 


AATTGATTAT. 


9 AH 


GCCAGCTAGG 


TTTTATCCAA 


ATGTTACCAA 


ATATTTGCCA 


TTGGATAAGG 


GTATTAAACC . 


2700 


TTATTATCCA 


GAATATTTAG 


TTAATCATTA 


CTTCCAAACT 

1. \ 


AGACATTATT 


TACACACTCT 


2760 


ATGGAAGGCG 


GGTATATTAT 


AGAAGAGAGA 


AACTACACAT 


AGCGCCTCAT 


TTTGTGGGTG 


2820 


ACCATATTCT 


tgggaacaag 


AGCTACAGCA 


TGGGGCAGAA 


TCTTTCCACC 


AGCAATCCTC 


2880 



TGGGATTCTT TCCCGACCAC CAGTTGGATC CAGCCTTCAG AGCAAACACC GCAAATCCAG 2940 

ATTGGGACTT CAATCCCAAC AAGGACACCT GGCGAGACGC CAACAAGGTA GGAGCTGGAG 3000 

CATTCGGGCT GGGATTCACC CCACCACACG GAGGCCTTTT GGGGTGGAGC CCTCAGGCTC 3060 

AGGGCATACT AGAAACGTTG CCAGCAAATC CGCCTCCTGC CTCTACCAAT CGCCAGTCAG 3120 
GAAGGCAGCC TACCCCGCTG TCTCCACCTT TGAGAAACAC TCATCCTCAG GCCATGCAGT . 3180 

GG 3182 
(2) INFORMATION FOR. SEQ ID NO: 308: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH; 3182 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 
."(D) TOPOLOGY: linear 

(ii)" MOLECULE TYPE: DNA (genomic) 

(iii) HYPOTHETICAL: NO 

(iv) ANTI-SENSE: NO 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 308: 



AACTCCACAA 


CTTTCCACCA 


AACTCTGCAA 


GATCCCAGGG 


TGAGAGGCCT 


GTATTTCCCT 


60 


GCTGGTGGCT 


CCAGTTCAGG 


AACAGTAAAC 


CCTGTTCCGA 


CTACTGCCTC TCCCATATCG 


120 


TCAATCTTCT 


CGAGGATTGG 


GGACCCTGCA 


CTGAACATGG 


AGAACATCAC 


ATCAGGATTC 


180 


CTAGGACCCC 


TGCTCGTGTT 


ACAGGCGGGG 


TTTTTCTTGT 


TGACAAGAAT 


CCTCACAATA 


240 


CCGCAGAGTC 


TAGACTCGTG 


GTGGACTTCT 


CTCAATTTTC 


TAGGGGGAAC 


CACCGTGTGT 


300 


CTTGGCCAAA 


ATTCGCAGTC 


CCCAACCTCC 


AATCACTCAC 


CAACCTCCTG 


TCCTCCAACT 


.3 60 


TGTCCTGGTT 


ATCGCTGGAT 


GTGTCTGCGG 


CGTTTTATCA 


TCTTCCTCTT 


CATCCTGCTT 


420 


CTATGCCTCA 


TCTTCTTGTT 


GGTTCTACTG 


GACTATCAAG 


GTATGTTGCC 


CGTGTGTCCT 


J 480 


CTAATTCCAG 


GATCTTCAAC 


CACCAGCGCG 


GGACCATGCA 


GAACCTGCAC 


GACTACTGCT 


540 


CAAGGAACCT 


CTATGTATCC 


CTCCTGTTGC 


TGTACCAAAC 


CTTCGGACGG 


AAATTGCACC 


600 


TGTATTCCCA 


TCCCATCATC 


CTGGGCTTTC 


GGAAAATTCC 


TATGGGAGTG GGCCTCAGCC 


660 


CGTTTCTCCT 


GGCTCAGTTT 


ACTAGTGCCA 


TTTGTTCAGT 


GGTTCGTAGG 


GCTTTCCCCC 


720 


ACTGTTTGGC 


TTTCAGTTAT 


ATGGATGATG 


TGGTATTGGG 


GGCCAAGTCT 


GTACAGCATC 


780 


TTGAGTCCCT 


TTTTACCGCT 


GTTACCAATT 


TTCTTTTGTC 


TTTGGGTATA CATTTAAACC 


840 


CTAACAAAAC 


TAAGAGATGG 


GGTTACTCTT 


TACATTTCAT 


GGGCTATGTC 


ATTGGAAGTT 


900 


ATGGGTCATT 


GCCACAAGAT 


CACATCATAC 


AGAAAATCAA 


AGAATGTTTT 


AGAAAACTTC 


960 


CTATTAACAG 


GCCTATTGAT 


TGGAAAGTCT 


GTCAACGTAT 


TGTGGGTCTT TTGGGTTTTG 


1020 



GTGCCGCTTT 


TACACAATGT 


GGTTATCCTG 


CTTTAATGCC 


CTTGTATGCC 


TGTATTCAAT 


1080 


CTAAACAGGC 


TTTCACTTTC 


TCGCGAACTT 


ACAAGGCCTT 


TCTGTGTAAA 


CAATACCTGA 


1140 


ACCTtTACCC 


CGTTGCTAGG 


CAACGGCCAG 


GTCTGTGCCA 


AGTGTTTGCT 


GACGCAACCC 


1200 


CCACTGGCTG 


GGGCTTGGTC 


ATGGGCCATC 


AGCGCATGCG 


TGGAACCTTT 


CTGGCTCCTC 


1260 


TGCCGATGCA 


TACTGCGGAA 


CTCCTAGCCG 


CTTGTTTTGC 


TCGCAGGAGG 


TCTGGAGCAA 


1320 


ACATTCTCGG 


GACGGATAAC 


TCTGTTGTTC 


TCTCCCGCAA 


ATATACATCG 


TTTCCATGGC 


1380 


TGCTAGGCTG 


TGGTGCCAAC 


TGGATCCTGC 


GCGGGACGTC 


CTTTGTTTAC 


GTCCGGTCGG 


1440 


CGCTGAATCC 


CGGGGACGAC 


CCTTCTCGGG 


GCCGCTTGGG 


GATCTTTCGT 


CCCCTTCTCC 


1500 


GTCTGCCGTT 


CCGTCCGACC 


ACGGGGCGCA 


CCTCTGTTTA 


GGCGGACTCC 


CCGTCTGTGC 


1560 


CTTCTCATCT 


GCCGGTCCGT 


GTGGACTTCG 


CTTCACCTCT 


GCACGTCGCA 


TGGAGACCAC 


1620 


CGTGAACGCC 


GACCACTTCT 


TGCCCAAGGT 


CTTACATAAG 


AGGACTCTTG 


GACTCTCAGC 


.1680 


AATGTCAACG 


ACCGACCTTG 


AGGCATACTT 


CAAAGACTGT 


TTGTTTAAGG 


ACTGGGAGGA 


1740 


GTTGGGGGAG 


GAGATTAGAT 


TAAAGGTCTT 


TGTACTAGGA 


GGCTGTAGGC 


ATAAATTGGT 


1800 


CTGCGCACCA 


GCACCATGCA 


ACTTTTTCAC 


CTCTGCCTAA 


TCATGTCTTG 


TTCATGTCCT 


1360 


ACTGTTCAAG 


CCTCCAAGCT 


GTGGCTTGGG 


TGGCTTTGGG 


GGATGGACAT 


TGACGCTTAT 


1920 


AAAGAATTTG GAGCTACTGT 


GGAGTTACTC 


TCATTTTTGC 


GTTCTGACTT 


TTTTCCTTCG 


1980 


GTACGAGATC 


TTCTAGATAC 


CGCCTCAGCT 


CTGTATCGGG 


ATGCCTTAGA 


GTCTCCTGAG 


2040 


CATTGTTCAC 


CTCACCATAC 


TGGACTCAGG 


CAAGCAATTC 


TTTGCTGGGG 


GGAACTAATG 


2100 


ACTCTAGCTA 


CCTGGGTGGG 


- TGTTAATTTG 


GAAGATCCAG 


CATCTAGGGA 


CCTAGTAGTC 


2160 


AGTTATGTCA 


ACACTAATAT 


GGGCCTAAAG 


TTCAGGCAAC 


TATTGTGGTT 


TCACATTTCT 


'2220 


TGTCTCACTT , 


TTGGAAGAGA 


AACAGTCATA 


GAGTATTTGG 


TGTCTTTCGG 


AGTGTGGATT 


2280 


CGCACTCCTC 


CAGCTTATAG 


ACCACGAAAT 


GGCCCTATCT 


TATCAACACT 


TCCGGAAACT 


2340 


ACTGTTGTTA 


GACGACGAGG 


CAGGTCGCCT 


AGAAGAAGAA 


CTCCGTGGCC 


TCGCAGACGA 


. 2400 


AGATCTCAAT 


CGCCGCGTCG 


CAGAAGATCT 


CAATGTCGGG 


AATCTGAATG 


TTAGTATTCC 


JZA60 


TTGGACTCAT 


AAAGTGGGTA 


. ACTTTAC GGG 


GCTTTATTCG 


TCTACTGTAC 


CTGTCTTTAA 


2520 


CCCTCATTGG 


AAAACACCCT 


CTTTTCCTAA 


TATACATCTA 


CACCAAGACA 


TTATCAAAAA 


2580 


ATGTGAACAA 


TTTGTAGGCG 


CACTCAC AGT 


AAATGAGAAA 


CGAAGACTGC 


AATTAATTAT • 


2640 


GCCTGCTAGG 


TTTTATCCAA 


ATGTTACTAA 


ATATTTGCCA 


TTAGATAAGG 


GTATTAAACC 


2700 


TTATTATCCG 


GAACATTTAG 


TTAATCATTA 


CTTGCAAACC 


AGACATTATT 


TACACACTCT 


2760 


ATGGAAGGCG 


GGTATATTAT 


ATAAGAGGGA 


AACAACACGT 


AGCGCCTCAT 


TTTGTGGGTC 


2820 


ACCATATTCT 


TGGGAACAAG 


AGCTACAGCA 


TGGGGCAGAA 


TCTTTCGACC 


AGGAATCCTC 


2880 


TGGGATTCTT 


TCCCGACCAC 


GAGTTGGATC 


CAGCCTTCAG 


AGCAAACACC 


GGAAATCCAG 


2940 


ATTGGGACTT 


GAATCCCAAC 


AAGGACACCT 


GGCCAGACGC 


CAACAAGGTA 


GGAGCTGGAG 


3000 



CATTGGGGCT GGGATTCACC CCACCGCACG GAGGCCTTTT GGGGTGGAGC CCTCAGGCTC 3060 

AGGGCATAAT ACAAACCTTG CCAGCAAATC CGCCTCCTGC ATCTACGAAT CGCCAGTCAG 3120 

GAAGGGAGCC TACCCCGCTG TCTCCACCTT TGAGAAACAC TCATCCTCAG GCCATGCAGT 3180 

GG 3182 
(2) INFORMATION FOR SEQ ID NO: 309: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 3212 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single ' 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 309: 



AACTCCACAA 


CATTTCATCA 


AGCTCTGCAG 


GATCCCAGAG. 


TAAGAGGCCT 


GTATTTTCCT . 


60 


GCTGGTGGCT 


CCAGTTCCGG 


AACAGTGAAC 


CCTGTTCCGA CTACTGCCTC 


ACTCATCTCG 


120 


TCAATCTTCT 


CGAGGATTGG 


GGACCCTGCA 


CCGAACATGG 


AAAGCATCAC 


ATCAGGATTC 


ion 
lo U 


CTAGGACCCC 


TGCTCGTGTT 


ACAGGCGGGG 




TGACAAAAAT 


CCTCACAATA ■ 


240 


CCGCAGAGTC 


TAGACTCGTG 


GTGGACTTCT 


CTCAATTTTC 


TAGGGGGAGC 


TCCCGTGTGT 


300 


CTTGGCCAAA 


ATTCGCAGTC 


CCCAACCTCC 


AATCACTCAC 


CAACCTCTTG 


TCCTCCAATT 


360 


TGTCCTGGCT 


ATCGCTGGAT 


GTGTCTGCGG 


CGTTTTATCA 


TCTTCCTCTT 


CATCCTGCTG 


420 


CTATGCCTCA 


TCTTCTTGTT 


GGTTCTTCTG 


GACTATCAAG 


GTATGTTGCC 


CGTTTGTCCT ■ 


480 


CTAATTCCAG 


GATCATCAAC 


CACCAGCACG 


GGACCCTGCC 


GAACCTGCAT 


GACTCTTGCT 


540 


CAAGGAACCT 


CTATGTTTCC 


CTCATGTTGC 


TGTTCAAAAC 


CT.TCGGACGG 


AAATTGCACT 




TGTATTCCCA 


TCCCATCATC 


ATGGGCTTTC 


GGAAAATTCC 


■TATGGGAGTG 


GGCCTCAGCC 


660 


CGTTTCTCCT 


GGCTCAGTTT 


ACTAGTGCCA 


TTTGTTCAGT 


GGTTCGCCGG GCTTTCCCCC 


720 


ACTGTCTGGC 


TTTCAGTTAT 


ATGGATGATG 


TGGTATTGGG 


GGCCAAGTCT 


GTACGACATC 


780 


TTGAGTCCCT 


TTATACCTCT 


GTTACCAATT 


TTCTTTTGTC 


TTTGGGTATA 


CATTTAAATC 


840 


CCAACAAAAC 


AAAAAGATGG 


GGATATTCCC 


TAAATTTCAT 


GGGTTATGTA 


ATTGGAAGTT 


900 


GGGGGTCATT 


ACCACAGGAA 


CACATCATAC 


AAAAAATCAA 


ACACTGTTTT 


GGAAAACTCC 


960 


CTGTTAACCG 


GCCTATTGAT 


TGGAAAGTAT 


GTCAAGGAAT 


TGTGGGTCTT 


TTGGGCTTTG 


1020 


CTGCCCCTTT 


TACACAATGT 


GGGTATCCTG 


CTTTAATGCC 


TCTGTATACG 


TGTATTCAAT 


1080 


CTAAGCAGGC 


TTTCACTTTC 


TCGCCAACTT 


ACAAGGCCTT 


TCTGTGTAAA CAATACCTGA 


1140 


ACCTTTACCC 


CGTTGCCCGG 


CAACGGCCAG 


GTCTGTGCCA 


AGTGTTTGCT GATGCAACCC 


1200 



p p a n r vnm r m 

L LAL I LLL 1 Lr 


LLLL 1 xLLLL 


a f a mn a ttp 
A 1 ALLL A i 1L 


AGCGCATGCG CGGAACGTTT 


n r T , nnn r pm*vn 

VjXVjVjL ILL. It 


1 1 Gf\ 

l-iou 


I LL L LA 1 L A 


1AL 1LLLLAA 


ptppt a nmn 
L ILL 1ALLLL 


CTTGTTTTGC TCGCAGCAGG 


tptpp a pp a a 
x L. I vjvjAVjL An 


i ion 
X J z u 


AftL I 1 AxLLL 


papppaTA af 


*"P P P T 1 P P T P 

IL ILILLI 1L 


TCTCCCGGAA ATATACATCC 


1 I xLLAxvjHjL 


1 i q n 


1 LL 1 ALLL * L 


TfrTrrrA ap 

luL ILLLAAL 


1 LLA i L L x LL 


GAGGGACGTG 


CTTTGTCTAC 


ptppppt'P ap 
Vj 1 L L L Lr x L AVj 


1 A A f\ 


rrrTca at«pp 


tpp pp a p p a p 

1 LL LL AL LriL 


LLL iLi LLLL 


GTCGCTTGGG 


GATCTTTCGT 


mmTTCvm 


lOUU 


ptptpppptt 

Uiti LLLL 1 i 


rmmmAm 

L L L L LriL L 


a mm finer a 

AL LLLLL LLA 


CCTCTCTTTA 


CGCGGTCTCC 


PPPTPT'PT'PP 
L.Lvj XL xvj ILL 


1 CCrt 

13 OU 


r ,r p r pr* r vc a tpt 


LLLLLALLL X 


PTPP aPTTPP 
VjXVjV-AL x XL.lj 


CTTCACCTCT 


GGACGTCGCA 


TPPapappap 
I LLALrALLAL 


inn 


L L 1 vj.MAV_. L 


P APP A A ATPT 
LiTLLirAAXL X 


TPPPPa aPPT 

X vjLLLAAvjVj 1 


CTTACATAAG 


AGGACTCTTG 


p apTPTPTPp 

LAL 1 L X L X LL 


XotJU 


aatptpaapp 


APPPAPPT^P 
i_V_, unL v_ X XVj 


APPP ATAPTT 
riVjVjCri 1 AV- 1 1 


CAAAGACTGT TTGTTTAAAG 


' APTPPPAPPA 
rlL X VjVjLjAvjVjA 


J- / V/ 


Vj i XLLLLLrUj 


PAP ATT AP AT 
Lr-LriX inuni 


T A A aPPTPTT 
X ArtiWjVj XL X X 


TGTACTAGGA 


GGCTGTAGGC 


ATA A aTTPPT 
A X AAA X X Vjvj X 


iOUU 


ptcppp app A 


PP APP a TPP A 


a P r n r nT"T"T*p a p 
AL. x 1 I X x LAL 


CTCTGCCTAA 


TCATCTCTTG 


TTP A TPTPr^ 1 

1 I LAX LI LL -j. 


1 P£Pi 
XOOU 


rv_, lvjl i LirJrAj 


ncvm a a ppt 

LL XLLArt.LL X 


P TPPP ^TPPP 

^J i VjV-L A. X VjVjVj 


TGGCTTTGGG 


GCATGGACAT 


TP APPPTTAT 
XLALLL X XAX 




AArtAj.<riA 4. i iu 


pAPPTap^PT 


ppap'^T'aP'TP 

VjvjAij i i AU 1 U 


TCGTTTTTGG 


GTTCTGACTT 


Li i XLLi X LA 


1 QflPi 


PTA APAPA'T'P 
Vj X ri-rXjiTtj i-v X v.. 


TTPTAPATAP 


PPPf"^PAPPT 


CTGTATCGGG ATGCCTTAGA 


ATPTPPTPA A 
.tILILLI L AA 


z u *± u 


P A TTfiTTP A P 


PPPAPPAPAP 

V_. VjV^irA-, V_. i\V_ rVV_, 


TPPAP'T'P APP 
X \jv^,rtv_. x \_rVVjVj 


CAAGCCATTC 


TTTGCTGGGG 


PPA APT A ATP 
VjVjriir.v_, X _T_rv X Vj 


X VJ VJ 


APTpTAPPTA 

rt.V_ X V_. X nut 1 A 


PPTPPPTPPP 
Lu i ubu x VjVjVj 


TPTA A AT^TP 
l\j i xTjrt_rl X * lu 


GAAGATCCAG 


CATCCAGGGA 


P^TAPTAP.TP 
V_v- X i\vj X r\Vj X v_ 


^ X O U 


APTTATPTP A 


ATAPTAaTaT 
A inL I AA X A X 


nmmTA a ap 

VjVjvjLv,,. X AAAVj 


TTCAGGCAAT 


TATTGTGGTT 


TP a p a TTTPT 

X v_ Av_ A 1 X X L X - 


99 9 0 
z z u 


TPTP TP A P TT 


TTPPA AP APA 


A APPPTPaTA 


GAGTATTTGG 


TGTCTTTTGG 


APTPTHPATT 

rlVj X vj X VjVj-rt. X X 


99 30 

^_ u vj 


PPPAPTPPTP 




APPAP^A A A" 1 


GCCCCTATCT 


TATCAACACT 


TPPP.PAPAAT 
x V— v_ vjvj AVjrvrv x. 


2340 


AP^PTTPTTA 


PAPPA aPAPP 
\jiTA_. \ jrt-r\vjri,vj w 


CACxz^rrrrT 

V-.XT.VjVJ A. V_.V_.V-.V_, i 


AGAAGAAGAA 


CTCCCTCGCC 


Trr;r APACfJA 

1 V_ \ jV_.rvV_r_AwVJjCT. 


2400 


AGATPTpAAT 


V— VJV_ UV- VJi 


PAPA APATPT 


CAATCTCCAG 


CTTCCCAATG 


TTACTATTrr 

1 1 JT. vj 1 -T. 1 1 V»v_ 


2460 


TTPPAPTPAT 


AAPPTPPPA A 
rlriVjVj i VjvjVjrt-rt. 


a tt^t A P PPP 

-tt.1 1 - X -T.V-. VjVjVj 


GCTCTACTCT' 


TCTACTATTC 


PTPTPTTTAA 
v_xvjxv_.i x x -rt-T. 


2S20 

_» J _j VJ 


lU^l .TJTV_ * VjVj 


A A A APTPPAT 
r_iTiTjTX_. x L v_.iT. 1 


PTTTTPPTP A 
v,XXXlv_.v_,l Vjrr 


TATTCATTTG 


CACCAGGAGA 


TTATTA APAA 
x XrtX X'r_rt\_,ir_r\. 


joy 


ATPTPAAP A A 
axvj i vj_"_rt.v_..rt-"V 


TTTPT A PPTP 
i 1 lul irVjVj 1 V_, 


PTPTA AP APT 
V-, X V_ X -TAv_,riVj i 


AaATGAAAAA 


CGAAGATTAA 


APTTAP.TPAT 

r_V_. X X irVj X v_/_ X 


2640 


ppptpptapa 

vjv_,v_. xvjv« xir.vj.r_ 


TTTTTTPPP A 


TPTP*^ AP AAA 
X V— i v_ a, nv.*Tnn 


ATATTTGCCC 


CTAGAGAAAG 


PTATAAAAPr 


2700 


TTATTATPPA 


PAT A ATPT AH 
vjr\ l ir_-_ x vj x r\vj 


T^A ATP ATT A 
X - rirt. x v,xr. 1 1.t 


CTTCCAAACC 


AGAGACTATT 


TAP ATAPfPT 
x au*t x i v_. v_. x 


2760 


ATPP.AAPPPT 


PPPP ATPTAT 
\jvj\jv_-t. iu irti. 


ATAAA APAPA 
£\ x rvrir_r_vjr\vjr_ 


AACTACACGT AGCGCCTCAT 


TTTP,TfiflP,TC 

X X X Vj X VJVJV9 1 v_ 


2820 


ACPATATTPT 


TPPPAAPAAP 
i vjvjoiT_T.v_.r\_r\j 


APPTAP ATP A 

iT.V3V_ X »T.V^_~i. X V_-T. 


TGGGGGTTTC 


TTGGACGGTC 


CCVCTCCt AAT 

V - 1V_ 1 V_ VjrLfT. i 


2880 


PPPPPAAPAA 
vjvjvjvjvjr\irAjri-n. 


TAT'T'TPPAPP 

lAi j. X V_.v_..rtX_. v_. 


APP A ATPPTP 
r\V_U-n-rt. X v^Vw X V- 


TGGGATTTTT 


TCCCGACCAC 


P APTTPP ATP 
v_,_t.vj 1 x vjVjrr x v_. 


2940 

x. j *» vj 


CAGCATTGAG 


AGGAAACACC 


AGAAATCCAG 


ATTGGGACCA 


CAATCCGAAC 


AAAGACCACT 


3000 


GGACGGAAGC 


CAACAAGGTA 


GGAGTGGGAG 


CCTTCGGGCC 


GGGGTTCACT 


GCCCGACACG 


3060 


GAGGCCTTTT 


GGGGTGGAGC 


CCTCAGGCTC 


AAGGCATGCT 


AAAAAGATTG 


CCAGCAGACC 


3120 


CGCCTCCTGC 


CTCCACCAAT 


CGGCAGTCAG 


GAAGGCAGCC TACCCCAATC 


ACTCCACCTT 


3180 



TGAGAGACAC TCATCCTCAG GCCATGCAGT GG 



3212 



(2) INFORMATION FOR SEQ ID NO: 310: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 3212 base pairs 

(B) TYPE: nucleic acid 

(C) STRAND EDNESS : single 

(D) . TOPOLOGY: linear 

<ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO ' 
(iv) ANTI-SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 310: 



AATTCCACAA 


CATTCCACCA 


AGCTCTGCAG 


GATCCCAGAG 


TAAGAGGCCT 


GTATTTTCCT 


60 


GCTGGTGGCT 


CCAGTTCCGG 


AACAGTGAAC 


CCTGTTCCGA 


CTACTGCCTC 


ACTCATCTCG 


120 


TCAATCTTCT 


CGAGGATTGG 


GGACCCTGCA 


CCGAACATGG 


AAAGCATCAC 


ATCAGGATTC 


180 


CTAGGACCCC 


TGCTCGTGTT 


ACAGGCGGGG 


TTTTTCTTGT 


TGACAAAAAT 


CCTCACAATA 


240 


CCGCAGAGTC 


TAGACTCGTG 


GTGGACTTCT 


CTCAATTTTC 


TAGGGGGAGC 


TCCCGTGTGT 


300 


CTTGGCCAAA 


ATTCGCAGTC 


CCCAACCTCC 


AGTCACTCAC 


CAACCTCTTG 


TCCTCCAATT 


3 60 


TGTCCTGGCT 


ATCGCTGGAT 


GTGTCTGCGG 


CGTTTTATCA 


TCTTCCTCTT . CATCCTGCTG 


420 


CTATGCC^C\ 


TCTTCT^GTT 


GGTTC^TCTG 


GACTATC AAG 


GTATGTTGCC 


CGTTTGTCCT 


480 


CTAATTCCAG 


GATCATCAAC 


CACCAGTACG 


GGACCCTGCC. 


GAACCTGCAC 


GACTCTTGCT 


540 


CAAGGAACCT 


CTATGTTTCC 


CTCATGTTGC 


TGTTCAAAAC 


CTTCGGACGG 


AAATTGCACT 


600 


TGTATTCCCA 


TCCCATCATC 


ATGGGCTTTC 


GG AAAATTCC 


TATGGGAGTG GGCCTCAGCC 


. 660 


CGTTTCTCCT 


GGCTCAGTTT 


ACTAGTGCCA 


TTTGTTCAGT 


GGTTCGCCGG 


GCTTTCCCCC 


720 


ACTGTCTGGC 


TTTCAGTTAT 


ATGGATGATG 


TGGTATTGGG 


GGCCAAGTCT 


GTACAACATC 


J 780 


TTGAGTCCCT 


TTATACCGCT 


GTTACCAATT 


TTCTTTTGTC 


TTTGGGTATA 


CATTTAAATC 


840 


CCAACAAAAC 


AAAAAGATGG 


GGCTATTCCC 


TTAATTTCAT 


GGGTTATGTA 


ATTGGAAGTT 


900 


GGGGCTCATT 


ACCACAGGAA 


CACATCATAC 


AAAAAATCAA 


AGACTGTTTT 


AGAAAACTCC 


960 


CTGTTAACCG 


GCCTATTGAT 


TGGAAAGTAT 


GTCAAAGAAT 


TGTGGGTCTT 


TTGGGCTTTG 


1020 


CTGCCCCCTT 


TACACAATGT 


GG AT ATCCTG 


CTTTAATGCC 


TCTGTATGCA 


TGTACTCAAT 


1080 


CTAAGCAGGC 


TTTCACTTTC 


TCGCCAACTT 


ACAAGGCCTT 


TCTGTGTAAA 


CAATACCTGA 


1140 


ACCTTTACCC 


CGTTGCCCGG 


CAACGGCCAG 


GTCTGTGCCA 


AGTGTTTGCT 


GATGCAACCC 


1200 


CCACTGGCTG 


GGGCTTGGCC 


ATAGGCATTC 


AGCGCATGCG 


CGG AACCTTT 


GTGGCTCCTC 


1260 


TGCCGATCCA 


TACTGCGGAA 


CTCCTAGCCG 


CTTGTTTTGC 


TCGCAGCAGG 


TCTGGAGCAA 


1320 



AACTTATCGG 


GACCGATAAT 


TCTGTCGTTC 


TCTCCCGGAA 


GTATACATCG 


TTTCCATGGC 


1380 


TGCTAGGCTG 


TGGTGCGAAC 


TGGATCCTGC 


GAGGGAGGTC 


CTTTGTCTAG 


GTCCCGTCAG 


1440 


CGCTGAATCC 


TGCGGACGAC 


CCGTCTCGGG 


GTCGCTTGGG 


GATCTATCGT 


CCCCTTCTCC 


1500 


GTCTGCGGTT 


CCAGCCGACC 


ACGGGGCGGA 


CCTCTCTTTA 


CGG GGTCTCC 


CCGTCTGTTC 


1560 


CTTCTCATCT 


GCCGGACCGT 


GTGCACTTCG 


CTTGACCTCT 


GC AC GTCGC A 


TGGAGACCAC 


1620 


CGTGAAC GGG 


CACCAAATAT 


TGCCCAAGGT 


CTTACATAAG 


AGGACTCTTG 


GACTCTCTGC 


1680 


AATGTCAACG 


ACCGACCTTG 


AGGCATACTT 


CAAAGACTGT 


TTGTTTAAAG 


ACTGGGAGGA 


1740 


GTCGGGGGAG 


GAGATTAGAT 


TAAAGGTCTT 


TGTACTAGGA 


GGCTGTAGGC 


ATAAATTGGT 


1800 


CTGCGCACCA 


GCACCATGCA 


ACTTTTTCAC 


CTCTGCCTAA 


TCATCTCTTG 


TTCATGTCCT 


1860 


ACTGTTCAAG 


CCTCCAAGCT 


GTGCCTTGGG 


TGGCTTTGGG 


GCATGGACAT 


TGACCCTTAT 


1920 


AAAGAATTTG 


GAGCTACTGT 


GGAGTTACTC 


TCGTTTTTGC 


CTTCTGACTT 


CTTTCCTTGA 


1980 


GTAAGAGATC 


TTCTAGATAC 


CGCCTCAGCT 


CTGTATG GGG 


ATGCCTTAGA 


GTCTCCTGAG 


2040 


CATTGTTCAC 


CTCACCACAC 


TGCACTCAGG 


CAAGCCATTC 


TTTGCTGGGG 


AGAACTAATG 


2100 


ACTCTAGCTA 


CCTGGGTGGG 


TGTAAATTTG 


GAAGATCCAG 


CATCGAGGGA 


CCTAGTAGTC . 


2160 


AGTTATGTCA 


ATACTAATAT 


GGGGC TAAAG 


TTCAGGCAAT 


TATTGTGGTT 


TCACATTTCT 


2220 


TGTCTCACTT 


TTGGAAGAGA 


AAGGGTCATA 


GAGTATTTGG 


TGTCTTTTGG 


AGTGTGGATT 


2280 


CGCACTCCTC 


GAGCTTATAG 


ACGACCAAAT 


GCCCGTATGT 


TATCAACACT 


TCCGGAGAAT 


. 2340 


ACTGTTGTTA 


GACGAAGAGG 


GAGGTGCCCT 


AGAAGAAGAA 


CTCCCTCGCC 


TCGCAGACGA 


2400 


AGATCTCAAT 


CGCCGCGTCG 


CAGAAGATCT 


GAATGTCCAG 


CTTCCCAATG 


TTAGTATTCC 


2460 


TTGGAGTCAT 


AAGGTGGGAA 


ATTTTAC GGG 


GCTTTACTCT 


TCTACTATAC 


CTGTCTTTAA 


2520 


f GCTAACTGG 


AAAACTGCAT 


CTTTTCCTGA 


TATTCATTTG. 


CACGAGGACA 


TTATTAACAA 


2580 


ATGTGAACAA 


TTTGTAGGTC 


CTCTAACTGT 


AAATGAAAAA 


CGAAGATTAA 


ACTTAGTCAT 


2640 


GCCTGCTAGA 


TTTTTTGCCA 


TCTCTACGAA 


ATATTTGGGC 


CTAGAGAAAG 


GTATAAAACC 


2700 


TTATTATCCA 


GATAATGTAG 


TTAATCATTA 


CTTCCAAACG 


AGACACTATT 


TACATACCCT 


-2760 


ATGGAAGGCG 


GGCATCTTAT 


ATAAAAGAGA 


AACTACACGT 


AGCGGCTCAT 


TTTGTGGGTC 


2820 


ACCTTATTCT 


TGGGAACAAG 


AGCTACATCA 


TGGGGCTTTC 


TTGGACGGTC 


CCTGTCGAAT 


2880 


GGGGGAAGAA 


TATTTCCACC 


ACCAATCCTC 


TGGGATTTTT 


TCCCGACCAC 


CAGTTGGATC 


2940 


CAGCATTCAG 


AGCAAACACC 


AGAAATCCAG 


ATTGGGACCA 


CAATCCCAAC 


AAAGACCACT 


3000 


GGACAGAAGC 


CAAGAAGGTA 


GGAGTGGGAG 


CATTC GGGGG 


TGGGTTCACT 


CCCCCACACG 


3060 


GAGGCGTTTT 


GGGGTGGAGC 


CCTCAGGCTC 


AAGGCATGCT 


AAAAACATTG 


CCAGCAGATC 


3120 


CGCGTCGTGC 


CTCCACCAAT 


CGGCAGTCAG 


GAAGGGAGCC 


TACCCCAATC 


ACTCCACCTT 


3180 


TGAGAGACAC 


TCATCCTCAG 


GCCATGCAGT 


GG 






3212 



(2) INFORMATION FOR SEQ ID NO: 311: 



(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 3215 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

<ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 311: 



AACTCAACTC 


ACTTCCACCA 


AGCTCTGTTG 


GATCCCAGGG 


TAAGGGCACT 


GTATTTTCCT 


60 


GCTGGTGGCT 


CCAGTTCAGG 


AACACAGAAC 


CCTGCTCCGA 


CTATTGCCTC 


TCTCACATCA 


120 


TCAATCTCCT 


CGAAGACTGG 


GGGCCCTGCT 


ATGAACATGG 


AGAACATCAC 


ATCAGGACTC 


180 


CTAGGACCCC 


TGCGCGTGTT 


ACAGGCGGTG 


TGTTTCTTGT 


TGACAAAAAT 


CCTCACAATA 


240 


CCACAGAGTC 


TAGACTCGTG 


GTGGACTTCT 


CTCAATTTTC 


TAGGGGGACT 


ACCCAGGTGT. 


300 


CCTGGCCAAA 


ATTCGCAGTC 


CCCAACCTCC 


AATCACTTAC 


CAACCTCCTG 


TCCTCCAACT 


360 


TGTCCTGGCT 


ATCGTTGGAT 


GTGTCTGCGG 


CGTTTTATCA 


TCTTCCTCTT 


CATCCTGCTG 


: 420 


CTATGCCTCA 


TCTTCTTGTT 


GGTTCTTCTG 


GACTACCAAG 


GTATGTTGCC 


CGTTTGTCCT 


480 


CTACTTCCAG 


GATCCACGAC 


CACCAGCACG 


GGACCATGCA 


AAACCTGCAC 


AGCTCTTGCT 


540 


CAAGGAACCT 


CTATGTTTCC 


CTCCTGTTGC 


TGTTCCAAAC 


CCTCGGACGG 


AAACTGCACC 


600 


TGTATTCCCA 


TCCCATCATC 


TTGGGCTTTA 


GGAAAATACC 


TATGGGAGTG 


GGCCTCAGCC 


660 


CGTTTCTCCT 


GGC TCAGTTT 


ACTAGTGCAA 


TTTGTTCAGT 


GGTGCGTAGG 


GCTTTCCCCC 


720 


AC TGTCT GGC 


TTTTAGTTAT 


ATGGATGATC 


TGGTATTGGG 


GGC CAAATCT 


GTGCAGCATC 


780 


TTGAGTCCCT 


TTATACCGCT 


GTTACCAATT 


TTCTGTTATC 


TGTGGGTATC 


CATTTAAATA 


840 


CTGCTAAAAC 


AAAAAGATGG 


GGTTACAACC 


TACATTTCAT 


GGGTTATGTT 


ATTGGTAGTT 


» 900 


GGGGAACGTT 


ACCCCAAGAT 


CATATTGTAC 


ACAAAATCAA 


AGATTGTTTT 


CGAAAAGTTC 


960 


CTGTAAATCG 


. CCCAATTGAT 


TGGAAAGTTT 


GTCAAAGTAT 


TGTGGGTCTT 


TTGGGCTTTG 


1020 


CGGCCCCTTT 


TACCCAATGT 


GGTTATCCTG 


CTCTCATGCC 


TTTGTATGCC 


TGTATTACTG 


1080 


CTAAACAGGC 


TTTTGTCTTC 


TCGCCAACTT 


ACAAGGCCTT 


TCTGTGTAAA 


CAATACATGA 


1140 


ACCTTTACCC 


CGTTGCTCGG 


CAACGGCCAG 


GCCTGTGCCA 


AGTGTTTGCT 


GACGCAACCC 


1200 


CCACTGGCTG 


GGGCTTGGCC 


ATAGGCCATC 


AGCGCATGCG 


TGGAACCTTT 


GTGGCTCCTC 


1260 


TGCCGATCCA 


TACTGCGGAA 


CTCCTTGCAG 


CTTGCTTCGC 


TCGCAGCCGG 


TCTGGAGCAA 


1320 


TCCTCATCGG 


CACAGACAAT 


TCTGTCGTCC 


TCTCTCGGAA GTATACATCC 


TTTCCATGGC 


1380 


TGCTCGGTTG 


TGCTGCCAAC 


TGGATCCTGC 


GCGGGAC GTC CTTTGTTTAC 


GTCCCGTCGG 


1440 


CGCTGAATCC 


AGCGGACGAA 


CCCTCCCGGG 


GTCGCTTGGG GCTGTACCGC 


CCCCTTCTTC 


1500 



GTCTGCCGTT 


CCAGCCGACA 


ACGGGTCGCA 


CCTCTGTTTA CGCGGACTCC CCGTCTGTTC 


1560 


CTTCTCATCT 


GCCGGACCGT 


GTGCACTTCG 


CTTCAGCTCT GCACGTCGCA 


TGGAGACCAC 


1620 


CGTGAACGCC 


CCCTGGAGTT 


TGGCAAGAGT 


CTTACATAAG 


AGGACTCTTG 


GACTTTCAGG 


1680 


ACGGTCAATG 


ACCTGGATCG 


AAGACTACAT 


CAAAGACTGT 


GTATTTAAGG 


AC TGGGAGG A 


1740 


GCTGGGGGAG 


GAGATCAGGT 


TAAAGGTCTT 


TGTACTAGGA 


GGGTGTAGGC 


ATAAATTGGT 


1800 


CTGTTCACCA 


GCACCATGCA 


ACTTTTTCAC 


CTCTGCCTAA 


TCATCTCTTG 


TTCATGTCCC 


1860 


ACTGTTGAAG 


CCTCCAAGCT 


GTGCCTTGGG 


TGGCTTTGGG 


GCATGGACAT 


TGACCCTTAT 


1920 


AAAGAATTTG 


GAGCTTCTGT 


GGAATTGTTC 


TCTTTTTTGG CTTCTGACTT 


CTTTCCGTCT 


1980 


GTTCGGGACC 


TGCTCGACAC 


CGCCTCAGCC 


GTGTACCGGG ATGCCTTAGA GTCACCGGAA 


2040 


CATTGCACCC 


CCAATCATAC 


CGCTCTCAGG 


CAAGCTATTT 


TGTGCTGGGG 


TGAGTTAATG 


2100 


ACTTTGGCTT 


CCTGGGTGGG 


TAATAATTTG 


GAAGACCCTG 


CAGCTAGGGA 


TTTAGTAGTT 


2160 


AATTATGTCA 


ACACTAATAT 


GGGC TTAAAG 


ATTAGACAAC 


TATTGTGGTT 


TCACATCTCC 


A A A A 

2220 


TGTCTTACTT 


TTGGAAGAGA 


AACAGTTGTT 


GAGTATTTGG -TGTCCTTTGG 


AGTGTGGATT 


A A Q A 

2280 


CGCACTCCAC 


CTGCTTATAG 


ACCACCAAAT 


GCCCCTATCC" 


TATCCACAC.T 


TCCGGAAACT 


2 J4Q 


ACTGTTGTTA 


GACGACGAGG 


CAGGTCCCCT 


AGAAGAAGAA 


CTCCCTCGCC 


TCGCCGACGA 


1 A C\ A 

2400 


AGGTCTCAAT 


CGCCGCGTCG 


CAGAAGATCT 


CAATCtCCAG 


CTTCCCAATG 


TTAGTATTCC 


2460 


TTGGACTCAT 


AAGGTGGGAA 


ATTTTACGGG 


GCTCTACTCT 


TCTACTGTAC 


CTGCTTTCAA 


2b2U 


TCCTAACTGG 


TTAACTCCTT 


GTTTTCCTGA 


TATTCATTTA 


CATCAGGATA 


TGATATCTAA 


o c o n 


ATGTGAACAA 


TTTGTAGGCC 


CGCTCACTAA 


AAATGAATTG 


AGAAGATTAA 


AATTGGTCAT 


Z Q4 U 


GCCAGCTAGA 


TTTTATCCTA 


AGC AT AC C AA 


ATATTTCCTA 


TTGGAGAAAG 


GGATTAAACC 


o 7 n n 


CTATTATCCA 


*jATCAGGCAG 


TTAATCATTA 


TTTTCAAACC 


AGACATTATT 


TGCATACTTT 


z / 0 U 


ATGGAAGGCG 


GGAATTCTAT 


ATAAGAGAGA 


AACCACACGT 


AGCGCCTCAT 


TTTGTGGGTC 


a o o n 
A oZ U 


ACAATATTCC 


TGGGAACAAG 


AGCTACAGCA 


TGGGAGCACC 


TCTCTCAACG 


.ACAAGAAGGG 


Toon 


GCATGGGACA 


GAATCTTTCT 


GTGCCCAATC 


CACTGGGCTT 


CTTGCCAGAC 


CATCAGCTGG 


z y 4 u 


ATCCGCTATT 


CAGAGCAAAT 


TCCAGCAGTC 


CCGACTGGGA CTTCAACACA AACAAGGACA 


JUUU 


GTTGGCCAAT 


GGCAAACAAG 


GTAGGAGTGG 


GAGGCTACGG 


TCCAGGGTTC 


ACACCCCCAC 


3060 


ACGGTGGCCT 


GCTGGGGTGG 


AGCCCTCAGG 


CACAGGGTGT 


TTTAACAACC 


TTGCCAGCAG 


3120 


ATCCGCCTCC 


TGCTTCCAGC 


AATCGGCTGT 


CCGGGAGGAA GCCAACCCAA GTCTCTCCAC 


3180 


CTCTAAGAGA 


CACACATCCT 


CAGGCCATGC 


AGTGG 






3215 



(2) INFORMATION FOR SEQ ID NO: 312: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 3215 base pairs 

(B) TYPE: nucleic acid 

(C) ' STRANDEDNESS,: single 

(D) TOPOLOGY: linear 



(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: MO 
(iv) ANTI -SENSE: NO 



(xi) SEQUENCE DESCRIPTION:. SEQ ID NO: 312: 



AACTCAACTC 


ACTTCCACCA 


GGCTCTGTTG 


• GATCCGAGGG 


TAAGGGCACT 


GTATTTTCCT ' 


60 


GCTGGTGGCT 


CCAGTTCAGG 


CACGCAGAAC 


CCTGCTCCGA 


CTATTGCCTC 


TCTCACATCA 


120 


TCAATCTCCT 


CGAAGACTGG 


GGGCCCTGCT 


ATGAACATGG 


ACAACATCAC 


ATCAGGACTC 


180 


CTAGGACCCC 


TGCTCGTGTT 


ACAGGCGGTG 


TGTTTCTTGT 


TGACAAAAAT 


CCTCACAATA 


240 


CCACAGAGTC 


TAGACTCGTG 


GTGGACTTCT 


CTCAATTTTC 


TAGGGGGACT 


ACCCGGGTGT 


300 


CCTGGCCAAA 


ATTCGCAGTC 


CCCAACCTCC 


AATCACTTAC 


CAACCTCCTG 


TCCTCCAACT 


360 


TGTCCTGGCT 


ATCGTTGGAT 


GTGTCTGCGG 


CGTTTTATCA 


TCTTCCTCTT 


CATCCTGCTG 


420 


CTATGCCTCA 


TCTTCTTGTT 


GGTTCTTCTG 


GACTATCAAG 


GTATGTTGCC 


CGTTTGTCCT 


480 


CTAATTCCAG 


GATCTACGAC 


CACCAGCACG 


GGACCATGCA 


AAACCTGCAC 


AACTCTTGCT 


540 


CAAGGAACCT 


CTATGTTTCC 


CTCCTGTTGC 


TGTTCCAAAC 


CCTCGGACGG 


AAACTGCACC 


600 


TGTATTCCCA 


TCCCATCATC 


TTGGGCTTTA 


GGAAAATACC 


TATGGGAGTG 


GGCCTCAGCC 


660 


CGTTTCTCCT 


GGCTCAGTTT 


ACTAGTGCAA 


TTTGTTCAGT 


GGTGCGTAGG 


GCTTTCCCCC 


720 


ACTGTCTGGC 


TTTTAGTTAT 


ATGGATGATC 


TGGTATTGGG 


AGCCAAATCT 


GTGCAGCATC 


780 


TTGAGTCCCT 


TTATACCGCT 


GTTACCAATT 


TTCTGTTATC 


TGTGGGTATC 


CATTTGAATA 


'840 


CCTCTAAAAC 


AAAAAGATGG 


GGTTACAATT 


TACATTTCAT 


GGGTTATGTC 


ATTGGCAGTT 


900 


GGGGAGCATT' 


ACCCCAAGAT 


CATATTGTAC 


ACAAAATCAA 


AGAATGTTTT 


CGAAAAGTTC 


960 


CTGTAAATCG 


TCCAATTGAC 


TGGAAAGTTT 


GTCAACGTAT 


TGTGGGACTT 


TTGGGCTTTG 


1020 


CTGC^CCTTT 


T AC CC AATGT 


GGTTATCCTG 


CTCTCATGCC 


TCTGTATAAC 


TGTATCACTG 


r4080 


CGAAACAGGC 


TTTTGTCTTT 


TCGCCAACTT 


ACAAGGCCTT 


TCTCTGTAAA CAGTACATGA 


. 1140 


ACCTTTACCC 


CGTTGCTCGG 


CAACGGCCAG 


GCCTGTGCCA 


AGTGTTTGCT 


GACGCAACCC 


1200 


CCACTGGTTG 


GGGCTTGGCC 


ATTGGCCATC 


AGCGCATGCG 


TGGAACCTTT 


GTGGCTCCTC 


1260. 


TGCCGATCCA 


TACTGCGGAA 


CTCCTTGCAG 


CTTGCTTCGC 


TCGCAGCCGG TCTGGAGCAA 


1320 


TCCTCATCGG 


CACAGACAAT 


TCTGTCGTCC 


TCTCCCGGAA 


GTATACATCC TTTCCATGGC 


1380 


TGCTCGGATG 


TGCTGCCAAC 


TGGATCCTGC 


GCGGGACGTC 


CTTTGTTTAC 


GTCCCGTCGG 


1440 


CGCTGAATCC 


AGCGGACGAA 


CCCTCCCGGG 


GCCGCTTGGG 


GCTCTACCGC 


CCTCTTCTGC 


1500 


GTCTGCCGTT 


CCAGCCGACC 


ACGGGTCGCA 


CCTCTCTTTA 


CGCGGACTCC 


CCGTCTGTTC 


1560 


CTTCTCATCT 


GCCGGTCCGT 


GTGCACTTCG 


CTTCACCTCT 


GCACGTCGCA 


TGGAGACCAC 


1620 



CGTGAACGCC 


CCCTGGAGTT 


TGCCAACAGT 


CTTACATAAG 


AGGACTATTG 


GACTTTCAGG 


1680 


ACGGTCAATG 


ACGTGGATCG 


AAGAATACAT 


CAAAGACTGT 


GTATTTAAAG 


ACTGGGAGGA 


1740 


GCTGGGGGAG 


GAGATCAGGT 


TAAAGGTCTT 


TGTACTAGGA 


GGCTGTAGGC 


ATAAATTGGT 


1800 


CTGCGCACCA 


GCAGCATGCA 


ACTTTTTCAC 


CTCTGCCTAA 


TCATCTCTTG 


TTTATGTCCC 


1860 


ACTGTTCAAG 


CCTCCAAGCT 


GTGCCTTGGG 


TGGCTTTGGG 


GCATGGACAT 


TGACGGTTAT 


1920 


AAAGAATTTG 


GAGGTTGTGT 


GGAATTGTTC 


TCTTTTTTGC 


CTTCTGACTT 


CTTTCCGTCA 


1980 


ATCCGAGACC 


TTCTCGACAC 


CGCCTCAGCT 


CTGTATCGGG 


ATGCGTTAGA 


GTCAGCGGAA 


2040 


CATTGCACCC 


CCAATCATAC 


CGCTCTCAGG 


CAAGCTATTT 


TGTGTTGGGG 


TGAATTAATG 


2100 


ACTTTGGCTT 


CCTGGGTGGG 


CAATAATTTG 


GAGGACCCTG 


CAGCCAGGGA 


TTTAGTAGTT 


2160 


AACTATGTTA 


ACACTAATAT 


GGGCTTAAAG 


ATTAGACAAC 


TATTGTGGTT 


TGACATTTCC 


2220 


TGCCTTACTT 


TTGGAAGAGA 


AACAGTTCTT 


GAGTATTTGG 


TGTCCTTTGG 


AGTGTGGATT 


2280 


CGCACTCCTC 


CAGCTTATAG 


ACCAGCAAAT 


GCCCCTATCC 


TATCCAGACT 


TCCGGAAACT 


2340 


ACTGTTGTTA 


GACGACGAGG 


CAGGTCCCCT 


AGAAGAAGAA 


CTCCCTCGCC 


TCGCAGACGA 


2400 


AGGTCTCAAT 


CGCCGCGTCG 


CAGAAGATCT 


CAATCTGCAG 


CTTCCCAATG 


TTAGTATTCC 


2460 


TTGGACTCAT 


AAGGTGGGAA. 


ATTTTACGGG 


GCTCTACTCT 


TCTACTGTAC 


ctgctttcaa" 


2520 


TCCTCACTGG 


TTAACTCCTT 


CTTTTCCTGA 


TATTCATTTG 


CATCAAGACC 


tgatatctaa" 


2580 


ATGTGAACAA 


TTTGTAGGCC 


CACTTACCAA 


AAATGAATTG 


AGAAGGTTGA 


aattgattat 


2640 


GCCAGCCAGA 


TTCTTTCCTA 


AACTTACTAA 


ATATTTCCCT 


GTGGAGAAAG 


ACATTAAACC 


2700 


TTATTATCCA 


GAGCATGCAG 


TTAATCATTA 


TTTTCAAACC 


AGACATTATt 


TGCATACTTT 


2760 


ATGGAAGGCG 


GGAATTTTAT 


ATAAGAGAGA 


ATCCAGACGT 


AGCGCCTCAT 


TTTGTGGGTC 


2820 

< 


AGCATATTCT 


TGGGAACAAG 


AGCTACAGCA 


TGGGAGCACC 


TCTCTCAACG 


ACAAGAAGGG 


2880 


GCATGGGACA 


GAATCTCTCT 


GTGCCCAATC 


■CACTGGGATT 


CTTTCCAGAC 


CATCAACTGG 


2940 


ATCCTCTTTT 


CAGAGCAAAT 


TCCAGCAGTC 


CCGATTGGGA 


CTTCAACAAA 


AACAAGGACA 


3000 


CTTGGCCAAT 


GGCAAAGAAG 


GTAGGAGTGG 


GAGGTTACGG 


TCCAGGGTTC 


ACACCCCCAC 


-3060 


ACGGTGGCCT 


GTTGGGGTGG 


AGCCCTCAGG 


CACAAGGTGT 


TCTAACAACC 


TTGCGAGCAG 


3120 


ATCCGCCTCC 


TGCCTCCACC 


AATCGGCTGT 


CCGGGAGGAA 


GCCAACCCCA 


GTCTCTCCAC 


3180 


CTCTAAGAGA 


CACACATCCA 


GAGGGAATGG 


AGTGG 






3215 



(2) INFORMATION FOR SEQ ID NO: 313: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH : 3215 base pairs 
(3) TYPE: nucleic acid 

(C) STRAND EDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 



(iii) HYPOTHETICAL: NO 



(iv) ANTI- SENSE: NO 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO : 313: 



AACTCAACCC 


AGTTCCACCA 


AGCTCTGTTG 


GATCCCAGGG 


TAAGGGCTCT 


GTACTTCCCT 


60 


GCTGGTGGCT 


CCAGTTCAGG 


GACACAGAAC 


CCTGCTCCGA 


CTATTGCCTC 


TCTCACATCA 


120 


TCAATCTTCT 


CGAAGACTGG 


GGGCCCTGCT 


' ATGAACATGG 


ACAACATTAC 


ATCAGGAGTC 


180 


CTAGGACCCC 


TGCTCGTGTT 


ACAGGCGGTG 


TGTTTCTTGT 


TGACAAAAAT 


CCTCACAATA 


240 


CCACAGAGTC 


TAGACTCGTG 


GTGGACTTCT 


CTCAATTTTC 


TAGGGGGACT 


ACCCGGGTGT 


300 


CCTGGCCAAA 


ATTCGCAGTC 


CCCAACCTCC 


AATCACTTAC 


CAACCTCCTG 


TCCTCCAACT 


360 


TGTCCTGGCT 


ATCGTTGGAT 


GTGTCTGCGG 


CGTTTTATC A 


TCTTCCTCTT 


CATCCTGCTG 


420 


CTATGCCTCA 


TCTTCTTGTT 


GGTTCTTCTG 


GACTATCAAG 


GTATGTTGCC 


CGTTTGTCCT 


480 


CTACTTCCAG 


GATCCACGAC 


CACCAGCACG 


GGACCCTGCA AAACCTGCAC 


AACTCTTGCA 


540 


CAAGGAACCT 


CTATGTTTCC 


CTCCTGTTGC 


TGTTCCAAAC 


CCTCGGACGG 


AAACTGCACT 


600 


TGTATTCCCA 


TCCCATCATC 


CTGGGCTTTA 


GGAAAATAGC 


TATGGGAGTG" 


GGCCTCAGCC 


660 


CGTTTCTCCT 


GGCTCAGTTT 


ACTAGTGCAA 


TTTGTTCAGT 


GGTGCGTCGG 


GCTTTCCCCC 


720 


ACTGTTTGGC 


TTTTAGTTAT 


ATGGATGATC 


TGGTATTGGG 


GGC CAAATCT 


GTGCAGCATC 


780 


TTGAGTCCCT 


TTATACCGCT 


GTTACCAATT 


• TTCTGTTATC 


TGTGGGTATC 


CATTTAAATA 


840 


CCTCTAAAAC 


AAAAAGATGG 


GGTTACTCCC 


TACATTTTAT 


GGGTTATGTC 


ATTGGTAGTT 


900 


GGGGATCATT 


ACCCCAAGAT. 


CACATTGTAC 


ACAAAATCAA 


GGAATGCTTT 


CGAAAACTGC 


.960 


CTGTAAATCG 


TCCAATTGAT 


TGGAAAGTTT 


GTCAACGCAT AGTGGGTCTT 


TTGGGCTTTG 


1020 


CTGCCCCTTT 


CACCCAATGC 


GGTTATCCTG 


CTCTCATGCC 


TCTGTATGCC 


TGTATTACTG 


1080 


CTAAACAGGC 


TTTTGTCTTC 


TCGCCAACCT 


ACAAGGCCTT 


TCTGTGTAAA 


CAATACATGA 


1140 


ACCTTTACCC 


GGTTGCTCGG 


CAACGGCCAG 


GCCTGTGCCA 


AGTGTTTGCT 


GACGCAACCC 


1200 

* 


CCACTGGTTG 


GGGCTTGGCC 


ATTGGCCATC 


AGCGCATGCG 


TGGAACCTTT 


GTGGCTCCTC . 


1260 


TGCCGATCCA 


TACTGCGGAA 


CTCCTAGCAG 


CTTGTTTCGC 


TCGCAGCAGG 


TCTGGAGCGA 


1320 


CTCTCATCGG 


CACGGACAAT 


TCTGTTGTCC 


TCTCTAGGAA GTACACCTCC 


TTTCCATGGC 


1380 


TGCTCGGATG 


TGCTGCAAAC 


TGGATCCTGC 


GCGGGACGT.C 


CTTTGTTTAC 


Gf CCCATCGG . 


1440 


CGCTGAATCC 


CGCGGACGAC 


CCCTCCCGGG 


GCCGCTTGGG 


GCTGTACCGC 


CCTCTTCTCC 


1500 


GTCTGCCGTT 


CCAGCCGACG 


ACGGGTCGCA 


CCTCTCTTTA 


CGCGGACTCC 


CCGTCTGTTC 


1560 


CTTCTCATCT 


GCCGGACCGT 


GTGCACTTCG 


CTTCACCTCT 


GCACGTCGCA 


TGGAGACCAC 


1620 


CGTGAACGCC 


CCCTGGAGTT 


TGCCAACAGT 


CTTACATAAG CGGACTCTTG 


GACTTTCAGG 


1680 


ATGGTCAATG 


ACCTGGATCG 


AAGAATACAT 


CAAAGACTGT GTATTTAAGG 


ACTGGGAGGA 


1740 


GTTGGGGGAG 


GAGATTAGGT 


TAAAGGTCTT 


TGTATTAGGA 


GGCTGTAGGC 


ATAAATTGGT 


1800 



CTGTTCACCA. 


GCACCATGCA 


ACTTTTTCAC 


CTGTGCCTAA 


TCATCTTTTG 


TTCATGTCCC 


I860 


ACTGTTCAAG 


CCTCCAAGCT 


GTGCCTTGGG 


TGGCTTTGGG GCATGGACAT 


TGACGCTTAT 


1920 


AAAGAATTTG 


GAGCTTCTGT 


GGAGTTACTC 


TCGTTTTTGC 


CTTCTGATTT 


CTTCCCATCG 


1980 


GTTCGGGACC 


TACTCGACAC 


CGCTTCAGCT 


CTTTACCGGG 


ATGCTTTAGA 


GTCAGCTGAA 


2040 


CATTGCACTC 


CCAACGATAC 


TGCTCTCAGG 


CAAGCTATTT 


TGTGTTGGGG 


TGAGTTAATG 


2100 


ACTTTGGCTT 


CCTGGGTGGG 


CAATAATTTG 


GAGGACCCTG 


CAGCTAGGGA 


TTTAGTAGTT 


2160 


AACTATGTTA 


ACACTAACAT 


GGGCCTAAAA 


ATTAGACAAG TGTTGTGGTT 


TCACATTTCC 


2220 


TGGCTTACTT 


TTGGAAGAGA 


AACAGTTGTA 


GAGTATTTGG 


TGTCCTTTGG 


AGTGTGGATT 


2280 


CGCACTCCTC 


CTGCTTACAG 


ACCACCAAAT 


GCCCCTATCC 


TATCCACACT 


TGCGGAAACT 


2340 


ACTGTTGTTA 


GACGACGAGG 


CAGGTCCCCT 


AGAAGAAGAA 


CTCCCTCGCC 


TCGCAGACGA 


2400 


AGATCTCAAT 


CGCCGCGTCG 


CCGCAGATCT 


CAATCTCCAG 


. CTTCCCAATG TTAGTATTCC 


2460 


TTGGACTCAT 


AAGGTGGGAA 


ACTTTACGGG 


GCTTTACTCT 


TCTACTGTGC 


CTGCTTTTAA 


2520 


TCCTAACTGG 


TCCACTCCTT 


CTTTTCCTGA 


TATTCATTTG CATCAAGACC 


TGATTTCTAA 


2580 


ATGTGAACAA 


TTTGTAGGCC 


CACTTACTAA 


AAATGAATTA CGAAGATTAA 


.AATTGGTTAT 


2640 


GCCAGCTAGA 


TTTTATCCTA 


AGGTTACGAA 


ATATTTTCCC 


ATGGATAAAG 


GCATCAAACC ' 


27.00 


CTATTATCCT. 


GAGGATGCAG 


TTAATCATTA 


CTTTAAAACC 


AGACATTATT 


TGCATACTTT 


2760 


ATGGAAGGCG 


GGAATTTTAT 


ATAAGAGAGA 


ATCCACACGT 


AGCGCCTCAT 


TTTGTGGGTC 


2820 


ACCATATTCC 


TGGGAACAAG 


AGCTACAGCA 


TGGGAGCACC 


TCTCTCAAGG 


ACACGAAGAG 


2880 


GCATGGGACA 


GAATCTCTCT 


GTGCCCAATC 


CTCTGGGATT 


CTTTCCAGAC 


CATCAGCTGG 


2940 


ATCCGCTATT 


CAGAGCAAAT 


TCCAGCAGTC 


CCGACTGGGA CTTCAACACA AACAAGGACA 


3000 


GTTGGCCAAT 


GGCAAACAAG 


GTAGGAGTGG 


GAGGCT AC GG ■ 


TCCAGGGTTC 


ACACCCCCAC 


3060 


ACGGTGGCCT 


GCTGGGGTGG 


AGCCCTCAAG 


CACAAGGTGT 


GTTAACAACC 


TTGCCAGCAG 


3120 


ATCCGCCTCC 


TGCTTCCACC 


AATCGGCGGT 


GCGGGAGAAA 


GCCAACCCCA 


GTCTCTCCAC 


3180 
* 


CTCTAAGAGA 


CACACATCCA 


CAGGCAATGC 


AGTGG 









